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DECLARATION OF AVI ASHKENAZI. Ph.D UNDER 37 C-F.R. S 1.132 

I, Avi Ashkenazi, Ph.D. declare and say as follows: - 

1 . I am Director and Staff Scientist at the Molecular Oncology Department of 
Genentech, Inc., South San Francisco, CA 94080. 

2. I joined Genentech in 1988 as a postdoctoral fellow. Since then, I have 
investigated a variety of cellular signal transduction mechanisms, including apoptosis, and have 
developed technologies to modulate such mechanisms as a means of therapeutic intervention in 
cancer and autoimmune disease. I am currently involved in the investigation of a series of 
secreted proteins over-expressed in tumors, with the aim to identify useful targets for the 
development of therapeutic antibodies for cancer treatment. 

3. My scientific Curriculum Vitae, including my list of publications, is attached to 
and forms part of this Declaration (Exhibit A). 

4. Gene amplification is a process in which, chromosomes undergo changes to 
contain multiple copies of certain genes that normally exist as a single copy, and is an important 
factor in the pathophysiology of cancer. Amplification of certain genes (e.g., Myc or Her2/Neu) 



gives cancer cells a growth or survival advantage relative to normal cells, and might also provide 
a mechanism of tumor cell resistance to chemotherapy or radiotherapy. 

5. If gene amplification results in over-expression of the mRNA and the 
corresponding gene product, then it identifies that gene product as a promising target for cancer 
therapy, for example by the therapeutic antibody approach. Even in the absence of over- 
expression of the gene product, amplification of a cancer marker gene - as detected^ for example, 
by the reverse transcriptase TaqMan® PCR or the fluorescence in situ hybridization (FISH) 
assays -is useful in the diagnosis or classification of cancer, or in predicting or monitoring the 
efficacy of cancer therapy. An increase in gene copy number can result not only from 
intrachromosomal changes but also from chromosomal aneuploidy. It is important to understand 
that detection of gene amplification can be used for cancer diagnosis even if the determination 
includes measurement of chromosomal aneuploidy. Indeed, as long as a significant difference 
relative to normal tissue is detected, it is irrelevant if the signal originates from an increase in the 
number of gene copies per chromosome and/or an abnormal number of chromosomes. 

6. I understand that according to the Patent Office, absent data demonstrating that 
the increased copy number of a gene in certain types of cancer leads to increased expression of 
its product, gene amplification data are insufficient to provide substantial utility or well 
established utility for the gene product (the encoded polypeptide), or an antibody specifically 
binding the encoded polypeptide. However, even when amplification of a cancer marker gene 
does not result in significant over-expression of the corresponding gene product, this very 
absence of gene product over-expression still provides significant information for cancer 
diagnosis and treatment. Thus, if over-expression of the gene product does not parallel gene 
amplification in certain tumor types but does so in others, then parallel monitoring of gene 
amplification and gene product over-expression enables more accurate tumor classification and 
hence better determination of suitable therapy. In addition, absence of over-expression is crucial 
information for the practicing clinician. If a gene is amplified but the corresponding gene 
product is not over-expressed, the clinician accordingly will decide not to treat a patient with 
agents that target that gene product. 

7. I hereby declare that all statements made herein of my own knowledge are true 
and that all statements made on information or belief are believed to be true, and further that 
these statements were made with the knowledge that willful false statements and the like so 




made are punishable by fine or imprisonment, or both, under Section 1001 of Title 18 of the 
United States Code and that such willful statements may jeopardize the validity of the 
application or any patent issued thereon. 
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1985- 1986: 

1986- 1988: 

1988- 1989: 

1989- 1993: 
1994-1996: 

1996- 1997: 

1997- 1990: 
1999 -2002: 
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29 November, 1956 

1456 Tarrytown Street, San Mateo, CA 94402 
(650) 578-9199 (home); (650) 225-1853 (office) 
(650) 225-6443 (office) 
aa@gene.com 

B.S. in Biochemistry, with honors, Hebrew University, Israel 
Ph.D. in Biochemistry, Hebrew University, Israel 



Teaching assistant, undergraduate level course in Biochemistry 
Teaching assistant, graduate level course on Signal Transduction 
Postdoctoral fellow, Hormone Research Dept., UCSF, and 
Developmental Biology Dept., Genentech, Inc., with J. Ramachandran 
Postdoctoral fellow, Molecular Biology Dept., Genentech, Inc., 
with D. Capon 

Scientist, Molecular Biology Dept., Genentech, Inc. 
Senior Scientist, Molecular Oncology Dept., Genentech, Inc. 
Senior Scientist and Interim director, Molecular Oncology Dept., 
Genentech, Inc. 

Senior Scientist and preclinical project team leader, Genentech, Inc. 

Staff Scientist in Molecular Oncology, Genentech, Inc. 

Staff Scientist and Director in Molecular Oncology, Genentech, Inc. 



Awards: 

1988: 



First prize, The Boehringer Ingelheim Award 



Editorial: 

Editorial Board Member: Current Biology 
Associate Editor, Clinical Cancer Research. 
Associate Editor, Cancer Biology and Therapy. 



Refereed papers: 

1 . Gertler, A., Ashkenazi. A., and Madar, Z. Binding sites for human growth 
hormone and ovine and bovine prolactins in the mammary gland and liver of the 
lactating cow. Mol. Cell. Endocrinol. 34, 51-57 (1984). 

2. Gertler, A., Shamay, A., Cohen, N., Ashkenazi. A. , Friesen, H., Levanon, A., 
Gorecki, M., Aviv, H., Hadari, D., and Vogel, T. Inhibition of lactogenic 
activities of ovine prolactin and human growth hormone (hGH) by a novel form of 
a modified recombinant hGH. Endocrinology 118, 720-726 (1 986). 

3. Ashkenazi. A. , Madar, Z., and Gertler, A. Partial purification and characterization 
of bovine mammary gland prolactin receptor. Mol. Cell. Endocrinol. 50, 79-87 
(1987). 

4. Ashkenazi. A. . Pines, M., and Gertler, A. Down-regulation of lactogenic 
hormone receptors in Nb2 lymphoma cells by cholera toxin. Biochemistry 
Internatl. 14, 1065-1072 (1987). 

5. Ashkenazi. A. . Cohen, R„ and Gertler, A. Characterization of lactogen receptors 
in lactogenic hormone-dependent and independent Nb2 lymphoma cell lines. 
FEBSLett. 210, 51-55 (1987). 

6. Ashkenazi. A. , Vogel, T., Barash, I., Hadari, D., Levanon, A., Gorecki, M., and 
Gertler, A. Comparative study on in vitro and in vivo modulation of lactogenic 
and somatotropic receptors by native human growth hormone and its modified 
recombinant analog. Endocrinology 121, 414-419 (1987). 

7. Peralta, E., Winslow, J., Peterson, G., Smith, D., Ashkenazi. A. , Ramachandran, 
J., Schimerlik, M., and Capon, D. Primary structure and biochemical properties 
of an M2 muscarinic receptor. Science 236, 600-605 (1987). 

8. Peralta, E. Ashkenazi. A., Winslow, J., Smith, D., Ramachandran, J., and Capon, 
D. J. Distincnt primary structures, ligand-binding properties and tissue-specific 
expression of four human muscarinic acetylcholine receptors. EMBO J. 6, 3923- 
3929 (1987). 

9. Ashkenazi. A., Winslow, J., Peralta, E., Peterson, G., Schimerlik, M., Capon, D., 
and Ramachandran, J. An M2 muscarinic receptor subtype coupled to both 
adenylyl cyclase and phosphoinositide turnover. Science 238, 672-675 (1987). 
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1 0. Pines, M., Ashkenazi, A., Cohen-Chapnik, N., Binder, L., and Gertler, A. 
Inhibition of the proliferation of Nb2 lymphoma cells by femtomolar 
concentrations of cholera toxin and partial reversal of the effect by 12-o- 
tetradecanoyl-phorbol- 1 3 -acetate. J. Cell. Biochem. 37, 119-129 (1988). 

1 1 . Peralta, E. Ashkenazi. A. , Winslow, J. Ramachandran, J., and Capon, D. 
Differential regulation of PI hydrolysis and adenylyl cyclase by muscarinic 
receptor subtypes. Nature 334, 434-437 (1988). 

1 2. Ashkenazi.. A. Peralta, E., Winslow, J., Ramachandran, J., and Capon, D. 
Functionally distinct G proteins couple different receptors to PI hydrolysis in the 
same cell. Cell 56, 487-493 (1989). 

13. Ashkenazi. A.. Ramachandran, J., and Capon, D. Acetylcholine analogue 
stimulates DNA synthesis in brain-derived cells via specific muscarinic 
acetylcholine receptor subtypes. Mature 340, 146-150(1989). 

14. Lammare, D., Ashkenazi. A., Fleury, S., Smith, D., Sekaly, R., and Capon, D. 
The MHC-binding and gpl20-binding domains of CD4 are distinct and separable. 
Science 245, 743-745 (1989). 

15. Ashkenazi.. A.. Presta, L., Marsters, S., Camerato, T., Rosenthal, K., Fendly, B., 
and Capon, D. Mapping the CD4 binding site for human immunodefficiency 
virus type 1 by alanine-scanning mutagenesis. Proc. Natl. Acad. Sci. USA. 87, 
7150-7154(1990). 

16. Chamow, S., Peers, D., Bym, R., Mulkerrin, M., Harris, R., Wang, W., Bjorkman, 
P., Capon, D., and Ashkenazi. A. Enzymatic cleavage of a CD4 immunoadhesin 
generates crystallizable, biologically active Fd-like fragments. Biochemistry 29, 
9885-9891 (1990). 

17. Ashkenazi. A.. Smith, D., Marsters, S., Riddle, L., Gregory, T., Ho, D., and 
Capon, D. Resistance of primary isolates of human immunodefficiency virus type 
1 to soluble CD4 is independent of CD4-rgpl20 binding affinity. Proc. Natl. 
Acad. Sci. USA. 88, 7056-7060 (1991). 

18. Ashkenazi. A.. Marsters, S., Capon, D., Chamow, S., Figari., I., Pennica, D., 
Goeddel., D., Palladino, M., and Smith, D. Protection against endotoxic shock by 
a tumor necrosis- factor receptor immunoadhesin. Proc. Natl. Acad. Sci. USA. 88, 
10535-10539(1991). 

19. Moore, J., McKeating, J., Huang, Y., Ashkenazi. A ., and Ho, D. Virions of 
primary HIV-1 isolates resistant to sCD4 neutralization differ in sCD4 affinity and 
glycoprotein gpl20 retention from sCD4-sensitive isolates. J. Virol. 66, 235-243 
(1992). 
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20. Jin, H., Oksenberg, D., Ashkenazi. A., Peroutka, S., Duncan, A., Rozmahel., R., 
Yang, Y., Mengod, G,, Palacios, J., and O'Dowd, B. Characterization of the 
human 5-hydroxytryptamineiB receptor. J. Biol. Chem. 267, 5735-5738 (1992). 

2 1 . Marsters, A., Frutkin, A., Simpson, N., Fendly, B. and Ashkenazi. A. 
Identification of cysteine-rich domains of the type 1 tumor necrosis receptor 
involved in ligand binding. J. Biol. Chem. 267, 5747-5750 (1992). 

22. Chamow, S., Kogan, T., Peers, D., Hastings, R., Byrn, R., and Ashkenazi, A. 
Conjugation of sCD4 without loss of biological activity via a novel carbohydrate- 
directed cross-linking reagent. J. Biol. Chem. 267, 15916-15922 (1992). 

23. Oksenberg, D., Marsters, A., O'Dowd, B., Jin, H., Havlik, S., Peroutka, S., and 
Ashkenazi. A. A single amino-acid difference confers major pharmacologic 
variation between human and rodent 5-HTib receptors. Nature 360, 161-163 

(1992) . - 

24 Haak-Frendscho, M., Marsters, S., Chamow, S., Peers, D., Simpson, N., and 
Ashkenazi. A. Inhibition of interferon y by an interferon y receptor 
immunoadhesin. YmmwHo/ogy 79, 594-599 (1993). 

25. Penica, D., Lam, V., Weber, R., Kohr, W., Basa, L., Spellman, M., Ashkenazi, 
Shire, S., and Goeddel, D. Biochemical characterization of the extracellular 
domain of the 75-kd tumor necrosis factor receptor. Biochemistry 32, 3131-3138. 

(1993) . 

26. Barfod, L., Zheng, Y., Kuang, W., Hart, M., Evans, T., Cerione, R., and 
Ashkenazi. A. Cloning and expression of a human CDC42 GTPase Activating 
Protein reveals a functional SH3-binding domain. J. Biol. Chem. 268, 26059- 
26062(1993). 

27. Chamow, S., Zhang, D., Tan, X., Mhtre, S., Marsters, S., Peers, D., Byrn, R., 
Ashkenazi. A., and Yunghans, R. A humanized bispecific immunoadhesin- 
antibody that retargets CD3+ effectors to kill HIV- 1 -infected cells. J. Immunol. 
153,4268-4280(1994). 

28. Means, R., Krantz, S., Luna, J., Marsters, S., and Ashkenazi. A. Inhibition of 
murine erythroid colony formation in vitro by iterferon y and correction by 
interferon y receptor immunoadhesin. Blood 83, 91 1-915 (1994). 

29. Haak-Frendscho, M., Marsters, S., Mordenti, J., Gillet, N., Chen, S., 
and Ashkenazi. A. Inhibition of TNF by a TNF receptor immunoadhesin: 
comparison with an anti-TNF mAb. /. Immunol. 152, 1347-1353 (1994). 
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30. Chamow, S., Kogan, T., Venuti, M., Gadek, T., Peers, D., Mordenti, J., Shak, S., 
and Ashkenazi. A. Modification of CD4 immunoadhesin with monomethoxy- 
PEG aldehyde via reductive alkilation. Bioconj. Chem. 5, 133-140 (1994). 

3 1 . Jin, H., Yang, R., Marsters, S., Bunting, S., Wurm, F., Chamow, S., and 
Ashkenazi, A. Protection against rat endotoxic shock by p55 tumor necrosis factor 
(TNF) receptor immunoadhesin: comparison to anti-TNF monoclonal antibody. J. 
Infect. Diseases 1 70, 1 323- 1 326 (1 994). 

32. Beck, J., Marsters, S., Harris, R., Ashkenazi. A. , and Chamow, S. Generation of 
soluble interleukin-1 receptor from an immunoadhesin by specific cleavage. Mol. 
Immunol. 31, 1335-1344(1994). 

33. Pitti, B., Marsters, M., Haak-Frendscho, M., Osaka, G., Mordenti, J., Chamow, S., . 
and Ashkenazi. A. Molecular and biological properties of an interleukin-1 
receptor immunoadhesin. Mol. Immunol. 31, 1345-1351 (1994). 

34. Oksenberg, D., Havlik, S., Peroutka, S., and Ashkenazi. A. The third intracellular 
loop of the 5-HT2 receptor specifies effector coupling. J. Neurochem. 64, 1440- 
1447 (1995). . 

35. Bach, E., Szabo, S., Dighe, A., Ashkenazi. A. , Aguet, M., Murphy, K., and 
Schreiber, R. Ligand-induced autoregulation of JJN-y receptor p chain expression 
in T helper cell subsets. Science 270, 1215-1218 (1995). 

36. Jin, H., Yang, R., Marsters, S., Ashkenazi. A. . Bunting, S., Marra, M., Scott, R., 
and Baker, J. Protection against endotoxic shock by bactericidal/permeability- 
increasing protein in rats. J. Clin. Invest. 95, 1947-1952 (1995). 

37. Marsters, S., Penica, D., Bach, E., Schreiber, R., and Ashkenazi. A. Interferon y 
signals via a high-affinity multisubunit receptor complex that contains two types 
of polypeptide chain. Proc. Natl. Acad. Sci. USA. 92, 5401-5405 (1995). 

38. Van Zee, K., Moldawer, L., Oldenburg, H., Thompson, W., Stackpole, S., 
Montegut, W., Rogy, M., Meschter, C, Gallati, H., Schiller, C, Richter, W., 
Loetcher, H., Ashkenazi. A .. Chamow, S., Wurm, F., Calvano, S., Lowry, S., and 
Lesslauer, W. Protection against lethal E. coli bacteremia in baboons by 
pretreatment with a 55-kDa TNF receptor-Ig fusion protein, Ro45-2081. J. 
Immunol. 156, 2221-2230 (1996). 

39. Pitti, R., Marsters, S., Ruppert, S., Donahue, C, Moore, A., and Ashkenazi, A. 
Induction of apoptosis by Apo-2 Ligand, a new member of the tumor necrosis 
factor cytokine family. J. Biol. Chem. 271, 12687-12690 (1996). 
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40. Marsters, S., Pitti, R., Donahue, C, Rupert, S., Bauer, K., and Ashkenazi, A. 
Activation of apoptosis by Apo-2 ligand is independent of F ADD but blocked by 
CrmA. Curr. Biol. 6, 1669-1676 (1996). 

41. Marsters, S., Skubatch, M., Gray, C., and AsbJcenazLA. Herpesvirus entry 
mediator, a novel member of the tumor necrosis factor receptor family, activates 
the NF-kB and AP-1 transcription factors. /. Biol. Chem. 272, 14029-14032 
(1997). 

42. Sheridan, J., Marsters, S., Pitti, R., Gurney, A., Skubatch, M., Baldwin, D., 
Ramakrishnan, L, Gray, C, Baker, K., Wood, W.I., Goddard, A., Godowski, P., and 
Ashkenazi. A. Control of TRATL-induced apoptosis by a family of signaling and 
decoy receptors. Science 277, 818-821 (1997). 

43. < Marsters, S., Sheridan, J., Pitti, R., Gurney, A., Skubatch, M., Balswin, D., Huang, A., 

Yuan, J., Goddard, A., Godowski, P., and Ashkenazi. A. A novel receptor for 
Apo2L/TRAIL contains a truncated death domain. Curr. Biol. 7, 1003-1006 (1997). 

44. Marsters, A., Sheridan, J., Pitti, R., Brush, J., Goddard, A., and Ashkenazi, A. 
Identification of a ligand for the death-domain-containing receptor Apo3. Curr. Biol. 
8, 525-528 (1998). 

45 . Rieger, J., Naumann, U., Glaser, T., Ashkenazi. A ., and Weller, M. Apo2 ligand: 
a novel weapon against malignant glioma? FEBSLett. 427, 124-128 (1998). 

46. Pender, S., Fell, J., Chamow, S., Ashkenazi. A ., and MacDonald, T. A p55 TNF 
receptor immunoadhesin prevents T cell mediated intestinal injury by inhibiting 
matrix metalloproteinase production. /. Immunol. 160, 4098-4103 (1998). 

47. Pitti, R., Marsters, S., Lawrence, D., Roy, Kischkel, F., M., Dowd, P., Huang, A., 
Donahue, C, Sherwood, S., Baldwin, D., Godowski, P., Wood, W., Gumey, A., 
Hillan, K., Cohen, R., Goddard, A., Botstein, D., and Ashkenazi. A. Genomic 
amplification of a decoy receptor for Fas ligand in lung and colon cancer. Nature 
396, 699-703 (1998). 

48. Mori, S., Marakami-Mori, K., Nakamura, S., Ashkenazi. A ., and Bonavida, B. 
Sensitization of AIDS Kaposi's sarcoma cells to Apo-2 ligand-induced apoptosis 
byactinomycinD. J. Immunol. 162, 5616-5623 (1999). 

49. Gurney, A. Marsters, S., Huang, A., Pitti, R., Mark, M., Baldwin, D., Gray, A., 
Dowd, P., Brush, J., Heldens, S., Schow, P., Goddard, A., Wood, W., Baker, K., 
Godowski, P., and Ashkenazi. A. Identification of a new member of the tumor 
necrosis factor family and its receptor, a human ortholog of mouse GITR. Curr. 
Biol. 9, 215-218 (1999). 
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50. Ashkenazi. A ., Pai, R., Fong, s., Leung, S., Lawrence, D., Marsters, S., Blackie, 
C, Chang, L., McMurtrey, A., Hebert, A., DeForge, L., Khoumenis, I., Lewis, D., 
Harris, L., Bussiere, J., Koeppen, H., Shahrokh, Z., and Schwall, R. Safety and 
anti-tumor activity of recombinant soluble Apo2 ligand. J. Clin. Invest. 104, 155- 
162 (1999). 

5 1 . Chuntharapai, A., Gibbs, V., Lu, J., Ow, A., Marsters, S., Ashkenazi, A., De Vos, 
A., Kim, K.J. Determination of residues involved in ligand binding and signal 
transmissiion in the human IFN-cc receptor 2. J. Immunol. 163, 766-773 (1999). 

52. Johnsen, A.-C, Haux, J., Steinkjer, B., Nonstad, U., Egeberg, K., Sundan, A., 
Ashkenazi, A. , and Espevik, T. Regulation of Apo2L/TRAIL expression in NK 
cells - involvement in NK cell-mediated cytotoxicity. Cytokine 11, 664-672 
(1999). 

53. Roth, W., Isenmann, S., Naumann, U., Kugler, S., Bahr, M., Dichgans, 
Ashkenazi. A., and Weller, M. Eradication of intracranial human malignant 
glioma xenografts by Apo2L/TRAJL. Biochem. Biophys. Res. Commun. 265, 479- 
483 (1999). 

54. Hymowitz, S.G., Christinger, H.W., Fuh, G., Ultsch, M., O'Connell, M., Kelley, 
R.F., Ashkenazi. A. and de Vos, A.M. Triggering Cell Death: The Crystal 
Structure of Apo2L/TRAIL in a Complex with Death Receptor 5. Molec. Cell 4, 
563-571 (1999). 

55. Hymowitz, S.G., O'Connel, M.P., Utsch, M.H., Hurst, A., Totpal, K., Ashkenazi, 
A., de Vos, A.M., Kelley, R.F. A unique zinc-binding site revealed by a high- 
resolution X-ray structure of homotrimeric Apo2L/TRATL. Biochemistry 39, 633- 
640 (2000). 

56. Zhou, Q., Fukushima, P., DeGraff, W., Mitchell, J.B., Stetler-Stevenson, M., 
Ashkenazi. A., and Steeg, P.S. Radiation and the Apo2L/TRATL apoptotic 
pathway preferentially inhibit the colonization of premalignant human breast 
cancer cells overexpressing cyclin Dl. Cancer Res. 60, 261 1-2615 (2000). 

57. Kischkel, F.C., Lawrence, D. A., Chuntharapai, A., Schow, P., Kim, J., and 
Ashkenazi. A. Apo2L/TRAIL-dependent recruitment of endogenous FADD and 
Caspase-8 to death receptors 4 and 5. Immunity 12, 61 1-620 (2000). 

58. Yan, M., Marsters, S.A., Grewal, IS., Wang, H., * Ashkenazi. A. , and *Dixit, 
V.M. Identification of a receptor for BlyS demonstrates a crucial role in humoral 
immunity. Nature Immunol. 1, 37-41 (2000). 
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59. Marsters, S.A., Yan, M., Pitti, R.M., Haas, P.E., Dixit, V.M., and Ashkenazi, A. 
Interaction of the TNF homologues BLyS and APRIL with the TNF receptor 
homologues BCMA and TACI. Curr. Biol. 10, 785-788 (2000). 

60. Kischkel, F.C., and Ashkenazi, A . Combining enhanced metabolic labeling with 
immunob lotting to detect interactions of endogenous cellular proteins. 
Biotechniques 29, 506-512 (2000). 

61 . Lawrence, D., Shahrokh, Z., Marsters, S., Achilles, K., Shih, D. Mounho, B., 
Hillan, K., Totpal, K. DeForge, L., Schow, P., Hooley, J., Sherwood, S., Pai, R., 
Leung, S., Khan, L., Gliniak, B., Bussiere, J., Smith, C, Strom, S., Kelley, S., 
Fox, J., Thomas, D., and Ashkenazi. A. Differential hepatocyte toxicity of 
recombinant Apo2L/TRATL versions. Nature Med. 7, 383-385 (2001). 

62. Chuntharapai, A., Dodge, K., Grimmer, K., Schroeder, K., Martsters, S.A., 
Koeppen. H.. Ashkenazi. A ., and Kim, K.J. Isotype-dependent inhibition of 
tumor growth in vivo by monoclonal antibodies to death receptor 4. J. Immunol. 
166,4891-4898 (2001). 

63. Pollack, I.F., Erff, M., and Ashkenazi, A . Direct stimulation of apoptotic 
signaling by soluble Apo2L/tumor necrosis factor-related apoptosis-inducing 
ligand leads to selective killing of glioma cells. Clin. Cancer Res. 7, 1362-1369 
(2001). 

64. Wang, H., Marsters, S.A., Baker, T., Chan, B., Lee, W.P., Fu, L., Tumas, D., Yan, 
M., Dixit, V.M., * Ashkenazi, A ., and *Grewal, I.S. TACI-ligand interactions are 
required for T cell activation and collagen-induced arthritis in mice. Nature 
Immunol. 2, 632-637 (2001). 

65. Kischkel, F.C., Lawrence, D. A., Tinel, A., Virmani, A., Schow, P., Gazdar, A., 
Blenis, J., Amott, D., and Ashkenazi, A . Death receptor recruitment of 
endogenous caspase-10 and apoptosis initiation in the absence of caspase-8. /. 
Biol. Chem. 276, 46639-46646 (2001). 

66. LeBlanc, H., Lawrence, D.A., Varfolomeev, E., Totpal, K., Morlan, J., Schow, P., 
Fong, S., Schwall, R., Sinicropi, D., and Ashkenazi, A Tumor cell resistance to 
death receptor induced apoptosis through mutational inactivation of the 
proapoptotitc Bcl-2 homolog Bax. Nature Med. 8, 274-281 (2002). 

67. Miller, K., Meng, G., Liu, J., Hurst, A., Hsei, V., Wong, W-L., Ekert, R., 

. Lawrence, D., Sherwood, S., DeForge, L., Gaudreault., Keller, G., Sliwkowski, 
M., Ashkenazi, A ., and Presta, L, Design, Construction, and analyses of 
multivalent antibodies. J. Immunol. 170, 4854-4861 (2003). 
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68. Varfolomeev, E., Kischkel, F., Martin, F., Wanh, H., Lawrence, D., Olsson, C, 
Tom, L., Erickson, S., French, D., Schow, P., Grewal, I. and Ashkenazi, A. 
Immune system development in APRIL knockout mice. Submitted. 

Review articles: 

1 . Ashkenazi. A., Peralta, E., Winslow, J., Ramachandran, J., and Capon, D., J . 
Functional role of muscarinic acetylcholine receptor subtype diversity. Cold 
Spring Harbor Symposium on Quantitative Biology. LIII, 263-272 (1988). 

2. Ashkenazi, A ., Peralta, E., Winslow, J., Ramachandran, J., and Capon, D. 
Functional diversity of muscarinic receptor subtypes in cellular signal 
transduction and growth. Trends Pharmacol. Sci. Dec Supplement, 12-21 (1989). 

3. Chamow, S., Duliege, A., Ammann, A., Kahn, J., Allen, D., Eichberg, J ., Bym, 
R., Capon, D., Ward, R., and Ashkenazi. A . CD4 immunoadhesins in anti-HIV 
therapy: new developments. Int. J. Cancer Supplement 7, 69-72 (1992). 

4. Ashkenazi. A ., Capon, and D. Ward, R. Immunoadhesins. Int. Rev. Immunol. 10, 
217-225 (1993). 

5. Ashkenazi, A ., and Peralta, E. Muscarinic Receptors. In Handbook oj 'Receptors 
and Channels. (S. Peroutka, ed.), CRC Press, Boca Raton, Vol. I, p. 1-27, (1994). 

6. Krantz, S. B., Means, R. T., Jr., Lina, J., Marsters, S. A., and Ashkenazi, A. 
Inhibition of erythroid colony formation in vitro by gamma interferon. In 
Molecular Biology of Hematopoiesis (N. Abraham, R. Shadduck, A. Levine F. 
Takaku, eds.) Intercept Ltd. Paris, Vol. 3, p. 135-147 (1994). 

7. Ashkenazi. A . Cytokine neutralization as a potential therapeutic approach for , 
SIRS and shock. J. Biotechnology in Healthcare 1, 197-206 (1994). 

8. Ashkenazi. A ., and Chamow, S. M. Immunoadhesihs: an alternative to human 
monoclonal antibodies. Immunomethods: A companion to Methods in 
Enzimology 8, 1 04- 1 1 5 ( 1 995). 

9. Chatnnw. S.. and Ashkenazi. A . Immunoadhesins: Principles and Applications. 

Trends Biotech. 14, 52-60 (1996). 

10. Ashkenazi. A ., and Chamow, S. M. Immunoadhesins as research tools and 
therapeutic agents. Curr. Opin. Immunol. 9, 195-200 (1997). 

1 1 . Ashkenazi. A ., and Dixit, V. Death receptors: signaling and modulation. Science 
281, 1305-1308 (1998). 

12. Ashkenazi. A ., and Dixit, V. Apoptosis control by death and decoy receptors. 
Curr. Opin. Cell. Biol. 11, 255-260 (1999). 
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13. Ashkenazi. A . Chapters on Apo2L/TRAIL; DR4, DR5, DcRl , DcR2; and DcR3. 
Online Cytokine Handbook ( www, apnet.com/cvtok inereference/) . 

1 4. Ashkenazi. A . Targeting death and decoy receptors of the tumor necrosis factor 
superfamily. Nature Rev. Cancer 2, 420-430 (2002). 

15. LeBlanc, H. and Ashkenazi. A . Apoptosis signaling by Apo2L/TRATL. Cell Death 
and Differentiation 10, 66-75 (2003). 

1 6. Almasan, A. and Ashkenazi. A . Apo2L/TRAIL: apoptosis signaling, biology, and 
potential for cancer therapy. Cytokine and Growth Factor Reviews 14, 337-348 
(2003). 

Book: 

Antibody Fusion Proteins (Chamow, S., and Ashkenazi. A ., eds., John Wiley and 
Sons Inc.) (1999). 



Talks: 

1 . Resistance of primary HIV isolates to CD4 is independent of CD4-gp 1 20 binding 
affinity. UCSD Symposium, HIV Disease: Pathogenesis and Therapy. 
Greenelefe, FL, March 1991. 

2. Use of immuno-hybrids to extend the half-life of receptors. IBC conference on 
Biopharmaceutical Halflife Extension. New Orleans, LA, June 1992. 

3 . Results with TNF receptor Immunoadhesins for the Treatment of Sepsis. IBC 
conference on Endotoxemia and Sepsis. Philadelphia, PA, June 1992. 

4. Immunoadhesins: an alternative to human antibodies. IBC conference on 
Antibody Engineering. San Diego, CA, December 1993. 

5. Tumor necrosis factor receptor: a potential therapeutic for human septic shock. 
American Society for Microbiology Meeting, Atlanta, GA, May 1993. 

6. Protective efficiacy of TNF receptor immunoadhesin vs anti-TNF monoclonal 
antibody in a rat model for endotoxic shock. 5th International Congress on TNF. 
Asilomar, CA, May 1994. 

7. Interferon-y signals via a multisubunit receptor complex that contains two types of 
polypeptide chain. American Association of Immunologists Conference. San 
Franciso, CA, July 1995. 

8. Immunoadhesins: Principles and Applications. Gordon Research Conference on 
Drug Delivery in Biology and Medicine. Ventura, CA, February 1996. 
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9. Apo-2 Ligand, a new member of the TNF family that induces apoptosis in tumor 
cells. Cambridge Symposium on TNF and Related Cytokines in Treatment of 
Cancer. Hilton-Head, NC, March 1996. 

1 0. Induction of apoptosis by Apo2 Ligand. American Society for Biochemistry and 
Molecular Biology, Symposium on Growth Factors and Cytokine Receptors. New 
Orleans, LA, June, 1996. 

1 1 : Apo2 ligand, an extracellular trigger of apoptosis. 2nd Clontech Symposium, 
Palo Alto, CA, October 1996. 

12. Regulation of apoptosis by members of the TNF ligand and receptor families. 
Stanford University School of Medicine, Palo Alto, CA, December 1996. 

1 3 . Apo-3 : anovel receptor that regulates cell death and inflammation. 4th 
International Congress on Immune Consequences of Trauma, Shock, and Sepsis. 
Munich, Germany, March 1997. 

1 4. New members of the TNF ligand and receptor families that regulate apoptosis, 
inflammation, and immunity. UCLA School of Medicine, LA, CA, March 1997. 

15. Immunoadhesins: an alternative to monoclonal antibodies. 5th World Conference 
on Bispecific Antibodies. Volendam, Holland, June 1997. 

16. Control of Apo2L signaling. Cold Spring Harbor Laboratory Symposium on 
Programmed Cell Death. Cold Spring Harbor, New York. September, 1997. 

17. Chairman and speaker, Apoptosis Signaling session. BBC's 4th Annual 
Conference on Apoptosis. San Diego, CA., October 1997. 

18. Control of Apo2L signaling by death and decoy receptors. American Association 
for the Advancement of Science. Philladelphia, PA, February 1 998. 

19. Apo2 ligand and its receptors. American Society of Immunologists. San 
Francisco, CA, April 1998. 

20. Death receptors and ligands. 7th International TNF Congress. Cape Cod, MA, 

May 1998. 

21. Apo2L as a potential therapeutic for cancer. UCLA School of Medicine. LA, 
CA, June 1998. 

22. Apo2L as a potential therapeutic for cancer. Gordon Research Conference on 
Cancer Chemotherapy. New London, NH, July 1998. 

23. Control of apoptosis by Apo2L. Endocrine Society Conference, Stevenson, WA, 
August 1998. 

24. Control of apoptosis by Apo2L. International Cytokine Society Conference, 
Jerusalem, Israel, October 1998. 
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25 . Apoptosis control by death and decoy receptors. American Association for 
Cancer Research Conference, Whistler, BC, Canada, March 1999. 

26. Apoptosis control by death and decoy receptors. American Society for 
Biochemistry and Molecular Biology Conference, San Francisco, CA, May 1999. 

27. Apoptosis control by death and decoy receptors. Gordon Research Conference on 
Apoptosis, New London, NH, June 1999. 

28. Apoptosis control by death and decoy receptors. Arthritis Foundation Research 
Conference, Alexandria GA, Aug 1999. 

29. Safety and anti-tumor activity of recombinant soluble Apo2L/TRAIL. Cold 
Spring Harbor Laboratory Symposium on Programmed Cell Death. . Cold Spring 
Harbor, NY, September 1999. 

30. The Apo2L/TRATL system: therapeutic potential. American Association for 
Cancer Research, Lake Tahoe, NV, Feb 2000. 

3 1 . Apoptosis and cancer therapy. Stanford University School of Medicine, Stanford, 
CA, Mar 2000. 

32. Apoptosis and cancer therapy. University of Pennsylvania School of Medicine, 
Philadelphia, PA, Apr 2000. 

33. Apoptosis signaling by Apo2L/TRAIL. International Congress on TNF. 

Trondheim, Norway, May 2000. 

34. The Apo2L/TRAJL system: therapeutic potential. Cap-CURE summit meeting. 
Santa Monica, CA, June 2000. 

35. The Apo2L/TRAIL system: therapeutic potential. MD Anderson Cancer Center. 
Houston, TX, June 2000. 

36. Apoptosis signaling by Apo2L/TRAIL. The Protein Society, 14 th Symposium. 
San Diego, CA, August 2000. 

37. Anti-tumor activity of Apo2L/TRAIL. AAPS annual meeting. Indianapolis, IN 

Aug 2000. 

38. Apoptosis signaling and anti-cancer potential of Apo2L/TRAIL. Cancer Research 
Institute, UC San Francisco, CA, September 2000. 

39. Apoptosis signaling by Apo2L/TRAIL. Kenote address, TNF family 
Minisymposium, NTH. Bethesda, MD, September 2000. 

40. Death receptors: signaling and modulation. Keystone symposium on the 
Molecular basis of cancer. Taos, NM, Jan 2001 . 

4 1 . Preclinical studies of Apo2L/TRATL in cancer. Symposium on Targeted therapies 
in the treatment of lung cancer. Aspen, CO, Jan 2001. 
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42. Apoptosis signaling by Apo2L/TRAIL. Wiezmann Institute of Science, Rehovot, 
Israel, March 2001. 

43. Apo2L/TRAIL: Apoptosis signaling and potential for cancer therapy. Weizmann 
Institute of Science, Rehovot, Israel, March 2001. 

44. Targeting death receptors in cancer with Apo2L/TRAIL. Cell Death and Disease 
conference, North Falmouth, MA, Jun 2001. 

45. Targeting death receptors in cancer with Apo2L/TRAIL. Biotechnology 
Organization conference, San Diego, CA, Jun 2001 . 

46. Apo2L/TRAIL signaling and apoptosis resistance mechanisms. Gordon Research 
- Conference on Apoptosis, Oxford! UK, July 2001 . 

47. Apo2L/TRAIL signaling and apoptosis resistance mechanisms. Cleveland Clinic 
Foundation, Cleveland, OH, Oct 2001. 

48. Apoptosis signaling by death receptors: overview. International Society for 
Interferon and Cytokine Research conference, Cleveland, OH, Oct 2001. 

49. Apoptosis signaling by death receptors. American Society of Nephrology 
Conference. San Francisco, CA, Oct 2001. 

50. Targeting death receptors in cancer. Apoptosis: commercial opportunities. San 
Diego, CA, Apr 2002. 

51. Apo2L/TRAIL signaling and apoptosis resistance mechanisms. Kimmel Cancer 
Research Center, Johns Hopkins University, Baltimore MD. May 2002. 

52. Apoptosis control by Apo2L/TRAIL. (Keynote Address) University of Alabama 
Cancer Center Retreat, Birmingham, Ab. October 2002. 

53. Apoptosis signaling by Apo2L/TRAIL. (Session co-chair) TNF international 
conference. San Diego, CA. October 2002. 

54. Apoptosis signaling by Apo2L/TRAJL. Swiss Institute for Cancer Research 
(ISREC). Lausanne, Swizerland. Jan 2003. 

55 . Apoptosis induction with Apo2L/TRAIL. Conference on New Targets and 
Innovative Strategies in Cancer Treatment. Monte Carlo. February 2003. 

56. Apoptosis signaling by Apo2L/TRAIL. Hermelin Brain Tumor Center 
Symposium on Apoptosis. Detroit, ML April 2003. 

57. Targeting apoptosis through death receptors. Sixth Annual Conference on 
Targeted Therapies in the Treatment of Breast Cancer. Kona, Hawaii. July 2003. 

58. Targeting apoptosis through death receptors. Second International Conference on 
Targeted Cancer Therapy. Washington, DC. Aug 2003. 

Issued Patents: 
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Ashkenazi, A., Chamow, S. and Kogan, T. Carbohydrate-directed crosslinking 
reagents. US patent 5,329,028 (Jul 12, 1994). 

Ashkenazi, A., Chamow, S. and Kogan, T. Carbohydrate-directed crosslinking 
reagents. US patent 5,605,791 (Feb 25, 1997). 

Ashkenazi, A., Chamow, S. and Kogan, T. Carbohydrate-directed crosslinking 
reagents. US patent 5,889,155 (Jul 27, 1999). 
Ashkenazi, A., APO-2 Ligand. US patent 6,030,945 (Feb 29, 2000). 
Ashkenazi, A., Chuntharapai, A., Kim, J., APO-2 ligand antibodies. US patent 6, 
046, 048 (Apr 4, 2000). 

Ashkenazi, A., Chamow, S. and Kogan, T. Carbohydrate-directed crosslinking 
reagents. US patent 6,124,435 (Sep 26, 2000). 

Ashkenazi, A., Chuntharapai, A., Kim, J., Method for making monoclonal and cross- 
reactive antibodies. US patent 6,252,050 (jun 26, 2001). 
Ashkenazi, A. APO-2 Receptor. US patent 6,342,369 (Jan 29, 2002). 
Ashkenazi, A. Fong, S., Goddard, A., Gumey, A., Napier, M., Tumas, D., Wood, W. 
A-33 polypeptides. US patent 6,410,708 (Jun 25, 2002). 
Ashkenazi, A. APO-3 Receptor. US patent 6,462,176 Bl (Oct 8, 2002). 
Ashkenazi, A. APO-2LI and APO-3 polypeptide antibodies. US patent 6,469,144 Bl 
(Oct 22, 2002). - 

Ashkenazi, A., Chamow, S. and Kogan, TV Carbohydrate-directed crosslinking 
reagents. US patent 6,582,928B1 (Jun 24, 2003). 
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DECLARATION OF AUDREY D. GODDARD, Ph.D UNDER 37 CF.R. $ 1,132 

Assistant Commissioner of Patents 
Washington, D.C 20231 

Sir 

1, Audrey D. Goddard, Ph.D. do hereby declare and say as follows: 

1 . I am a Senior Clinical Scientist at the Experimental Medicine/BioOncology, Medical 
Affairs Department of Genentech, Inc., South San Francisco, California 94080. 

2. Between 1 993 and 200 1 , 1 headed the DNA Sequencing Laboratory at the Molecular 
Biology Department of Genentech, Inc. During this time, my responsibilities included the 
identification and characterization of genes contributing to the oncogenic process, and determination 
of the chromosomal localization of novel genes. 

3. My scientific Curriculum Vitae, including my list of publications, is attached to and 
forms part of this Declaration (Exhibit A). 




Serial No.: * 
Filed:* 

4. I am familiar with a variety of techniques known in the art for detecting and 
quantifying the amplification of oncogenes in cancer, including the quantitative TaqMan PCR (i.e., 
"gene amplification") assay described in the above captioned patent application. 

5. The TaqMan PCR assay is described, for example, in the following scientific 
publications: Higuchi et aL, Biotechnology 10:413-417 (1992) (Exhibit B); Livak et aL. PCR 
Methods AppL 4:357-362 (1995) (Exhibit C) and Heid et aL, Genome Res. 6:986-994 (1996) 
(Exhibit D). Briefly, the assay is based on the principle that successful PCR yields a fluorescent 
signal due to Taq DNA polymerase-mediated exonuclease digestion of a fluorescently labeled 
oligonucleotide that is homologous to a sequence between two PCR primers. The extent of 
digestion depends directly on the amount of PCR, and can be quantified accurately by measuring the 
increment in fluorescence that results from decreased energy transfer. This is an extremely sensitive 
technique, which allows detection in the exponential phase of the PCR reaction and, as a result, 
leads to accurate determination of gene copy number. 

6. The quantitative fluorescent TaqMan PCR assay has been extensively and 
successfully used to characterize genes involved in cancer development and progression. 
Amplification of protooncogenes has been studied in a variety of human tumors, and is widely 
considered as having etiological, diagnostic and prognostic significance. This use of the quantitative 
TaqMan PCR assay is exemplified by the following scientific publications: Pennica et aL, Proc. 
Natl. Acad Sci. USA 95(25): 147 17- 14722 (1998) (Exhibit E); Pitti et aL, Nature 
396(6712):699-703 (1998) (Exhibit F) and Bieche et aL Int. J. Cancer 78:661-666 (1998) (Exhibit 
G), the first two of which I am co-author. In particular, Pennica et aL have used the quantitative 
TaqMan PCR assay to study relative gene amplification of WISP and c-myc in various cell lines, 
colorectal tumors and normal mucosa. Pitti et aL studied the genomic amplification of a decoy 
receptor for Fas ligand in lung and colon cancer, using the quantitative TaqMan PCR assay. Bieche 
et aL used the assay to study gene amplification in breast cancer. 
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7. It is my personal experience that the quantitative TaqMan PCR technique is 
technically sensitive enough to detect at least a 2-fold increase in gene copy number relative to 
control. It is further my considered scientific opinion that an at least 2-fold increase in gene copy 
number in a tumor tissue sample relative to a normal (i.e., non-tumor) sample is significant and 
useful in that the detected increase in gene copy number in the tumor sample relative to the normal 
sample serves as a basis for using relative gene copy number as quantitated by the TaqMan PCR 
technique as a diagnostic marker for the presence or absence of tumor in a tissue sample of unknown ♦ 
pathology. Accordingly, a gene identified as being amplified at least 2-fold by the quantitative 
TaqMan PCR assay in a tumor sample relative to a normal sample is useful as a marker for the 
diagnosis of cancer, for monitoring cancer development and/or for measuring the efficacy of cancer 
therapy. 

8. t declare further that all statements made herein of my own knowledge are true and 
that all statements made on information and belief are believed to be true. I declare that these 
statements were made with the knowledge that willful false statements and the like so made are 
punishable by fine or imprisonment, or both, under Section 1001 of Title 18 of the United States 
Code, and that such willful false statements may jeopardize the validity of the application or any 
patent issuing thereon. 

Date Audrey D. Goddard, Ph.D. 
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AUDREY D. GODDARD, Ph.D. 



Genentech, Inc. 
1 DNA Way 

South San Francisco, CA, 94080 

650.225.6429 

goddarda@gene.com 



110 Congo St. 

San Francisco, CA, 94131 

415.841.9154 

415.819.2247 (mobile) 

agoddard@pacbeII.net 



PROFESSIONAL EXPERIENCE 



Genentech, Inc. 



1993-present 



South San Francisco, CA 

2001 -present Senior Clinical Scientist 

Experimental Medicine / BioOncology, Medical Affairs 

Responsibilities: 

• Companion diagnostic oncology products 

• Acquisition of clinical samples from Genentech's clinical trials for translational research 

• Translational research using clinical specimen and data for drug development and 
diagnostics 

• Member of Development Science Review Committee, Diagnostic Oversight Team, 21 CFR 
Part 1 1 Subteam 



Head of the DNA Sequencing Laboratory, Molecular Biology Department, Research 
Responsibilities; 

• Management of a laboratory of up to nineteen -including postdoctoral fellow, associate 
scientist senior research associate and research assistants/associate levels 

• Management of a $750K budget 

• DNA sequencing core facility supporting a 350+ person research facility. 

• DNA sequencing for high throughput gene discovery, - ESTs, cDNAs, and constructs 

• Genomic sequence analysis and gene identification 

• DNA sequence and primary protein analysis 

Research: 

• Chromosomal localization of novel genes 

• Identification and characterization of genes contributing to the oncogenic process 

• Identification and characterization of genes contributing to inflammatory diseases 

• Design and development of schemes for high throughput genomic DNA sequence analysis 

• Candidate gene prediction and evaluation 



Interests: 

• Ethical and legal implications of experiments with clinical specimens and data 

• Application of pharmacogenomics in clinical trials 



1998-2001 



Senior Scientist 
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1993 -1998 Scientist 

Head of the DNA Sequencing Laboratory, Molecular Biology Department/Research 
Responsibilities 

• DNA sequencing core facility supporting a 350+ person research facility 

• Assumed responsibility for a pre-existing team of five technicians and expanded the group 
into fifteen, introducing a level of middle management and additional areas of research 

• Participated in the development of the basic plan for high throughput secreted protein 
discovery program - sequencing strategies, data analysis and tracking, database design 

• High throughput EST and cDNA sequencing for new gene identification. 

• Design and implementation of analysis tools required for high throughput gene identification. 

• Chromosomal localization of genes encoding novel secreted proteins. 

Research: 

• Genomic sequence scanning for new gene discovery. 

• Development of signal peptide selection methods. 

• Evaluation of candidate disease genes. 

• Growth hormone receptor gene SNPs in children with Idiopathic short stature 

Imperial Cancer Research Fund 1989-1992 
London, UK with Dr. Ellen Solomon 

6/89-12/92 Postdoctoral Fellow 

• Cloning and characterization of the genes fused at the acute promyelocyte leukemia 
translocation breakpoints on chromosomes 17 and 15. 

• Prepared a successfully funded European Union multi-center grant application 

McMaster University 1983 
Hamilton, Ontario, Canada with Dr. G. D. Sweeney 

5/83 - 8/83: NSERC Summer Student 

• In vitro metabolism of p-naphthoflavone in C57BI/6J and DBA mice 



EDUCATION 

Ph.D. University of Toronto 

"Phenotypic and genotypic effects of mutations in Torontoj Ontario, Canada. 1989 

the human retinoblastoma gene." Department of Medical 

Supervisor: Dr. R. A. Phillips Biophysics. 

Honours B.Sc McMaster University, 

"The in vitro metabolism of the cytochrome P-448 Hamilton, Ontario, Canada. 1983 

inducer p-naphthoflavone in C57BL/6J mice." Department of Biochemistry 
Supervisor: Dr. G. D. Sweeney 
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ACADEMIC AWARDS 



Imperial Cancer Research Fund Postdoctoral Fellowship 

Medical Research Council Studentship 

NSERC Undergraduate Summer Research Award 

Society of Chemical Industry Merit Award (Hons. Biochem.) 

Dr. Harry Lyman Hooker Scholarship 

J.L.W. Gill Scholarship 

Business and Professional Women's Club Scholarship 
Wyerhauser Foundation Scholarship 



1989-1992 
1983-1988 
1983 



1983 



1981-1983 
1981-1982 
1980-1981 
1979-1980 



INVITED PRESENTATIONS 

Genentech's gene discovery pipeline: High throughput identification, cloning and 
characterization of novel genes. Functional Genomics: From Genome to Function, Litchfield 
Park, AZ, USA. October 2000 

High throughput identification, cloning and characterization of novel genes. G2K:Back to 
Science, Advances in Genome Biology and Technology I. Marco Island, FL, USA. February 



Quality control in DNA Sequencing: The use of Phred and Phrap. Bay Area Sequencing 
Users Meeting, Berkeley, CA, USA April 1999 

High throughput secreted protein identification and cloning. Tenth International Genome 
Sequencing and Analysis Conference, Miami, FL, USA. September 1998 

The evolution of DNA sequencing: The Genentech perspective. Bay Area Sequencing Users 
Meeting, Berkeley, CA, USA. May 1998 

Partial Growth Hormone Insensitivity: The role of GH-receptor mutations in Idiopathic Short 
Stature. Tenth Annual National Cooperative Growth Study Investigators Meeting, San 
Francisco, CA, USA. October, 1996 

Growth hormone (GH) receptor defects are present in selected children with non-GH-deficient 
short stature: A molecular basis for partial GH-insensitivity. 76 th Annual Meeting of The 
Endocrine Society, Anaheim, CA, USA. June 1994 

A previously uncharacterized gene, myl, is fused to the retinoic acid receptor alpha gene in 
acute promyelocyte leukemia. XV International Association for Comparative Research on 
Leukemia and Related Disease, Padua, Italy. October 1991 



2000 
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PATENTS 

Goddard A t Godowski PJ ( Gurney AL NL2 Tie ligand homologue polypeptide. Patent 
Number: 6,455,496. Date of Patent: Sept. 24, 2002. 

Goddard A, Godowski PJ and Gurney AL. NL3 Tie ligand homologue nucleic acids. Patent 
Number: 6,426,218. Date of Patent: July 30, 2002. 

Godowski P, Gurney A, Hillan KJ, Botstein D, Goddard A, Roy M, Ferrara N, Tumas D, 
Schwall R. NL4 Tie ligand homologue nucleic acid. Patent Number: 6,4137,770. Date of 
Patent: July 2, 2002. 

Ashkenazi A, Fong S, Goddard A, Gurney AL, Napier MA, Tumas D, Wood Wl. Nucleic acid 
encoding A-33 related antigen poly peptides. Patent Number: 6,410,708. Date of Patent:: 
Jun. 25, 2002. 

Botstein DA, Cohen RL, Goddard AD, Gurney AL, Hillan KJ, Lawrence DA, Levine AJ, 
Pennica D, Roy MA and Wood WL WISP polypeptides and nucleic acids encoding same. 
Patent Number: 6,387,657. Date of Patent: May 14, 2002. 

Goddard A, Godowski PJ and Gurney AL Tie ligands. Patent Number: 6,372,491. Date of 
Patent: April 16,2002. 

Godowski PJ, Gurney AL, Goddard A and Hillan K. TIE ligand homologue antibody. Patent 
Number: 6,350,450. Date of Patent: Feb. 26, 2002. 

Fong S, Ferrara N, Goddard A, Godowski PJ, Gurney AL, Hillan K and Williams PM. Tie 
receptor tyrosine kinase ligand homologues. Patent Number: 6,348,351. Date of Patent: 
Feb. 19, 2002. 

Goddard A, Godowski PJ and Gurney AL. Ligand homologues. Patent Number: 6,348,350. 
Date of Patent: Feb. 19, 2002. 

Attie KM, Carlsson LMS, Gesundheit N and Goddard A. Treatment of partial growth 
hormone insensitivity syndrome. Patent Number: 6,207,640. Date of Patent: March 27, 
2001. 

Fong S, Ferrara N, Goddard A, Godowski PJ, Gurney AL, Hillan K and Williams PM. Nucleic 
acids encoding NL-3. Patent Number: 6,074,873. Date of Patent: June 13, 2000 

Attie K, Carlsson LMS, Gesunheit N and Goddard A. Treatment of partial growth hormone 
insensitivity syndrome. Patent Number: 5,824,642. Date of Patent: October 20, 1998 

Attie K, Carlsson LMS, Gesunheit N and Goddard A. Treatment of partial growth hormone 
insensitivity syndrome. Patent Number: 5,646,1 13. Date of Patent: July 8, 1997 

Multiple additional provisional applications filed 
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PUBLICATIONS 

Seshasayee D, Dowd P, Gu Q, Erickson S, Goddard AD Comparative sequence analysis of 
the HER2 locus in mouse and man. Manuscript in preparation. 

Abuzzahab MJ, Goddard A ( Grigorescu F, Lautier C, Smith RJ and Chernausek SD. Human 
IGF-1 receptor mutations resulting in pre- and post-natal growth retardation. Manuscript in 
preparation. 

Aggarwal S, Xie, M-H, Foster J, Frantz G f Stinson J, Corpuz RT, Simmons L, Hillan K, 
Yansura DG, Vandlen RL, Goddard AD and Gurney AL. FHFR, a novel receptor for the 
fibroblast growth factors. Manuscript submitted. 

Adams SH, Chui C, Schilbach SL, Yu XX, Goddard AD, Grimaldi JC, Lee J, Dowd P, Colman 
S. f Lewin DA. (2001) BFIT, a unique acyl-CoA thioesterase induced in thermogenic brown 
adipose tissue: Cloning, organization of the human gene, and assessment of a potential link 
to obesity. Biochemical Journal 360: 1 35-142. 

Lee J. Ho WH. Maruoka M. Corpuz RT. Baldwin DT. Foster JS. Goddard AD. Yansura DG. 
Vandlen RL. Wood Wl. Gurney AL. (2001) IL-17E, a novel proinflammatory ligand for the IL- 
17 receptor homolog IL-17RM. Journal of Biological Chemistry 276(2): 1660-1664. 

Xie M-H, Aggarwal S, Ho W-H, Foster J, Zhang Z, Stinson J, Wood Wl, Goddard AD and 
Gurney AL. (2000) Interleukin (IL)-22, a novel human cytokine that signals through the 
interferon-receptor related proteins CRF2-4 and IL-22R. Journal of Biological Chemistry 275: 
31335-31339. 

Weiss GA, Watanabe CK f Zhong A, Goddard A and Sidhu SS. (2000) Rapid mapping of 
protein functional epitopes by combinatorial alanine scanning. Proc. Natl. Acad. Sci. USA 97: 
8950-8954. 

Guo S, Yamaguchi Y, Schilbach S, Wada T.;Lee J, Goddard A, French D , Handa H, 
Rosenthal A. (2000) A regulator of transcriptional elongation controls vertebrate neuronal 
development. Nature 408: 366-369. 

Yan M, Wang L-C, Hymowitz SG, Schilbach S, Lee J, Goddard A, de Vos AM, Gao WQ, Dixit 
VM. (2000) Two-amino acid molecular switch in an epithelial morphogen that regulates 
binding to two distinct receptors. Science 290: 523-527: 

Sehl PD, Tai JTN, Hillan KJ. Brown LA, Goddard A, Yang R, Jin H and Lowe DG. (2000) 
Application of cDNA microarrays in determining molecular phenotype in cardiac growth, 
development, and response to injury. Circulation 101: 1990-1999. 

Guo S, Brush J, Teraoka H, Goddard A, Wilson SW, Mullins MC and Rosenthal A. (1999) 
Development of noradrenergic neurons in the zebrafish hindbrain requires BMP, FGF8, and 
the homeodomain protein soulless/Phox2A. Neuron 24: 555-566. 

Stbne D, Murone, M, Luoh, S, Ye W, Armanini P, Gurney A, Phillips HS, Brush, J, Goddard 
A, de Sauvage FJ and Rosenthal A. (1999) Characterization of the human suppressor of 
fused; a negative regulator of the zinc-finger transcription factor Gli. J. Cell Sci. 112: 4437- 
4448. 

Xie M-H, Holcomb I, Deuel B, Dowd P, Huang A, Vagts A, Foster J, Liang J, Brush J, Gu Q, 
Hillan K, Goddard A and Gurney, A.L. (1999) FGF-19, a novel fibroblast growth factor with 
unique specificity for FGFR4. Cytokine 11: 729-735. . 
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Yan M, Lee J f Schilbach S, Goddard A and Dixit V. (1999) mE10, a novel caspase 
recruitment domain-containing proapoptotic molecule. J. Biol. Chem. 274(15): 10287-10292. 
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SPECIFIC DNA SEQUENUS 

fcussell ffigucbiS 

Roche Molecular Systems, Inc.. 1400 55rd Su, Eineryvufe, CA 94<30$- 'Cfciron Corporation, 1400 53rd Emcryvidc, CA 
94606, ^Corresponding author. 



We have enhanced the polymerase chain 
reaction (PGR) such that specific DNA 
sequences can be detected without open- 
ing the reaction tube. This enhancement 
requires the addition of ethidium bromide 
(EtBr) to a PCR. Since the fluorescence of 
EtBr increases in the presence of double* 
stranded (ds) DNA an increase in fluores- 
cence in such a PGR indicates a positive 
amplification, which can be easily moni- 
tored externally. In fact, amplification can 
be continuously monitored in order to 
follow its progress, the ability to simulta- 
neously amplify specific DNA sequences 
and detect the product of the amplification 
both simplifies and improves PCR and 
may facilitate its automation and more 
widespread use in the clinic or in other 
situations requiring high sample through- 
put 

Although the potential benefits of PCR 1 to. clin- 
ical diagnostics arc well known 2 * 5 , it is still not 
widely used m this setting, even though it is 
four year* eitxoo thermostable DNA pc*)rmer- 
ase$ 4 made PCR practical Some of the reasons for its slow 
acceptance are high cost, lack of automation of pre- and 
post- PCR processing steps, and false positive results, from 
carryover-conurnination. The first two points arc related 
in that labor is the largest contributor to cost ait the present 
stage of PCR development. Most current assays require 
some form of "downstream" processing once tbermocy* 
ding is done in order ro determine whether the target 
DNA sequence was present and has amplified. These 
include DNA hybridization 3 * gel electrophoresis with or 
without use of restriction digestion*;*, HFLC*, or capillary 
electrophoresis 10 . These methods are labor-intense, have, 
low throughput, and are difficult to automate. The third 
point is also closer/ related to downstream processing. 
The handling of the PGR product in these downstream 
processes increases the chances that amplified DNA will 
spread through the typing lab, resulting in a .risk of 



carryover" false positives in subsequent testing". 

These downstream processing steps would be elimi- 
nated rf specific amplification and detection of amphficd 
DMA took place simultaneously within an unopened re- 
action vessel Assays m vflwch such different processes take 
place without, the need to separate reaction components 
have been termed ^homogeneous" 1 .. No truly homoge- 
neous PCR assay has been demonstrated to date, although 
progress towards this end has been reported. Chehab, et 
at , developed a PCR product detection scheme using 
fluorescent primers that resulted in a fluorescent PCR 
product Allc*c^pedfic primers, each with different fluo- 
rescent tags, were used to indicate the genotype of the 
DNA. However, the unincorporated primers tnust still be 
removed in a downstream process in order to visualize the 
result Recently, Holland, et al. 13 , developed an assa£ in 
which the endogenous 5' exonudease assay of Taq DNA 
polymerase was exploited to cleave a labeled oligonucleo- 
tide probe. The probe would only deftve if PCR ampift- 
cation had produced its complementary sequence. In 
order to detect the cleavage products, however, a subse- 
quent process is again needed, . 

We have developed a miry homogeneous assay for PCR 
and PGR product detection based upon tbc greatly in- 
creased fluorescence that e^hidrum btoinide and other 
DNA binding dyes exhibit when they are bound to.ds- 
DNA 1 *" 1 *. As outlined in Figure i, a prototypic PCR 
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ROTtE 1 Prindpkr of nmuhancoua amplificatkm and dcteaion Of 
PCR producL The cTMipOacnuof a PCR containing EtRr that aro 
fluorescent areKned*-£tBr itself, EtBr bound to other ssBNA ot 
daDN A. There is a large fluorescence enhancement when EtBr is 
bound to DNA and binding u greatly enhanced when DNA is 
double-stranded. After sufficient <n)..cydcs of PCR, the net 
increase in dsfcNA restdts in addftiooal EtBr biodiag, and a net 
increase in total fluorescence 
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WW 31 Gel electrophoresis of PCS. amplification products of the 
human, nuclear gene, HLA DQct, made in the presence of 
in crowing amounts of EtBr (up io S pgftnj). The presence of 
EtBr Iw* no obvious effect on the yield or specificity of amplifi- 
cation. 



B. 





BOOK $ (A) ItUoicscence measurement* fVom PCRs that contain 
0.5 p-g/cnJ EtBr and that are specific for Y-cJiFomo$oiioc repeat 
ScOUetHDe*. Five replicate FGRs were begun containing each oftbc 
DNA* specified, At each mdicatcd cycle, one of the five replicate 
PCRs for cadi DNA -was removed from therxnocydxng and tt$ 
fluorescence measured, Unit* of fluorescence art arbitrary. (B) 
UV photography of PGR tubes (0.5 ml Eppcndorf^tylc, jxHypro- 
pykne mtCrO-centrifuRC tubes) containing reactions, those start* 
ing from 2 ng male DNA and control reactions without any DNA, 
from (A), 
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begins with primers that are smgle-strandcd DNA (ss- 
DNA)» dNTPs, and DNA polymerase! An amount of 
dsDNA containing the target sequence (target DNA) is 
also typically present. This amount can vary, depending 
on the application, from single-cell amounts of DNA 17 to 
micrograms per PCR^ 8 , If EtBr is present, die reagents 
that will fluoresce, in order of increasing fluorescence, are 
free EtBr hsdf, and EtBr bound to the single-stranded 
DNA primers and to the doublc^stranded target DNA (by 
its intercalation between the stacked bases of the DNA 
doublc-hcnx). After the first denatu ration cyde, target 
DNA will be largely single-stranded. After a PGR is 
completed, the most significant change is the increase in 
the amount of cUDNA (the PGR product itself) of up to 
several tnkrctgranis. Formerly free EtBr Is bound to the 
additional dsDNA* resulting in an increase in fluores- 
cence. There is also some decrease in the amount of 
ssDfiA primer, but because the binding of EtBr to ssDNA 
is much less than to dsDNA, the effect of this change on 
the total fluorescence of the sample is smalL The fluores- 
cence increase can be measured by directing excitation 
illumination through the walls of the amplification vessel 
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before and after, or even cxmijauouslv during, thertnoey- 
ding. 

RESULTS 

PGR in the presence of EtBr- In order to assess the 
affect of EtBr in FOR, amplifications of the human UhA 
DQa gene** were performed with the dye present at 
concentrations from 0.06 to 8.0 fig/ml (a typical concen- 
tration of EtBr used in staining of nuctetc aads following 
gel electrophoresis is 0.5 wgfml). As shown in Figure 2, gel 
electrophoresis revealed little or no difference in the yield 
or quality of the amplification product whether EtBr was 
absent or present at any of these concentrations, indicat- 
ing that EtBr does not inhibit PGR, 

Detection of human Y-chtomosonMs specific 
cpences. Sequent-specific, fluorescence enhanoemcnt of 
EtBr as a result of PGR was demonstrated in a scries of 
amplifications containing 0.5 ug/ml EtBr and primers 
specific to repeat DNA sequences found on the human 
Y-chromosomc 20 . These PCRs initially contained either 
60 ng male, 60 ng female, 2 ng roak human or no DNA. 
Five replicate PCRs were begun for each DNA* After 
1 7, 2,1 1 24 and 29 cydes of thenuocyding, a PCR for each 
DNA was removed from the thermocyder t and its, fluo- 
rescence measured in a spectroflnorometer and plotted 
vs. amplification cyde number (Fig. 3 A). The shape of this 
curve reflects the fact that by the time an increase in 
fluorescence can be detected, the increase in DNA is 
becoming linear and not exponential with cyde number. 
As shown, the fluorescence increased about three-fold 
over the background fluorescence for the PCRs contain- 
ing human male DNA, but did not sigmficandy increase 
for negative control PCRs, which contained either no 
DNA or human female DNA. The more male DNA 
present to begin with— 60 ng versus * ng— the fewer 
cycles were needed to give a detectable increase in fluo- 
rescence. Od electrophoresis 00 the products of these 
amplifications showed that DNA fragments of the ex- 
pected she were made in the male DNA containing 
reactions and that Utile DN A synthesis took place in the 
control samples. 

In addition, the increase in. fluorescence was visualized 
by simply laying the completed, unopened PCRs on a UV 
transiUuminator and photographing them through a red 
filter. This is shown in figure 3B lor the reactions that 
began with 2 ng male DNA and those with no DNA* 

Detection of specific alklc* of the human fl-globin 
gene* In order to demonstrate that this approach has 
adequate apedfidty to allow genetic screening* a dttccxion 
of the' SKtte-cdl anemia mutation was performed. Figure 
4 shows the fluorescence from completed ampMcation* 

containing EtBr (0.5 n£f/ml) a$ <fet6et6d by photography 

of the reaction tubes on a UV rransuJaminator, These 
reactions were performed using- primers specific for ci- 
ther the wild-type or sickle-ceil mutation of the human 
P^obin gene* \ The spedfidty for each allele is imparted 
by placing the sickle-mutation site at the terminal 3' 
nucleotide of one primer. By using an appropriate primer 
annealing temperature, primer extension—and thus an> 
pUficatiort — can take place only if the 3' nucleotide of the 
primer i$ complcmcDtary to the 0-giobin aUde present" ^ 
Each jpair of amplifications shown in Figure 4 consists of 
a reaction with etcher the wild-type allele specific (left 
tube) or skklc-aUeie specific (right tube) primers. Three 
different DNAs were typed: DNA from a homozygous, 
wild-type p-globin individual (AA); from a heterozygous 
sickle p~giobin individual (AS); and from a homozygous 
sickle p-giobb individual (SS). Each DNA (50 ng genomic 
DNA to start each PGR) was analyzed m triplicate (3 pairs 
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0 f pactions each). The DNA .type vas reflected in the 
rc j a tivc; fluorescence intensities in each pair of completed 
amplifications. There was a significant increase in fluores- 
ce* only where a ^-globin allele DNA matched the 
primer set. Whco measured oa a spcctrofluororactcr 
Kjatfi not shown), this ftttorcsccjotcc was about three times 
present in a FCR where both 0-gfobm alkies were 
^matched to the primer set* Gel cicctrpphoxcsw (not 
dhown) established that this increase in fluorescence was 
due to the synthesis of nearly a microgram of a DNA 
fragment of the expected size for p-globtn. There was 
litdc synthesis of dsDNA in reactions in which the allele- 
j^ecific primer was mismatched to both alleles. 

dcvkcrii i* possible to direct excitation illumination from 
n spectrofluorometer to a PCR undergoing thcrmocyding 
an d to return its fluorescence to the Rpcctroftuorometer. 
lie fluorescence readout of such an arrangement, di- 
rected at an EtBr*containtng amplification of Y<hromo- 
iorae spcciGc sequences from 25 rig of human male DNA* 
to shown in Figure 5. The readout from a control PCR 
vhJi no target DNA is also shown. Thirty cycles of PCR 
were monitored for each. 

The ftuorcsccrtce trace as a function of time dearly 
shows the effect of the thermocyding. Fluorescence inten- 
sity rises and tails inversely with temperature* The fluo- 
rctcence intensity is minimum at the denaturation tem- 
perature (<M°C) and maximum at the anneating/exteittion 
temperature (SOX). In the negative-control FCR, these 
fluorescence maxima and minima do not change signifi- 
cantly over the thirty thcrmocycte, indicating that there is 
Bute dsDNA synthesis without the appropriate target 
DNA, and there is little if any We^fung Of EtBr during 
the continuous illumination of the sample. 

In the PCR containing male DNA, the fluorescence 
maxima at the annealing/extension temperature begin to 
increase at about 4000 seconds of thcrroc*ycling, and 
continue to increase with time, indicating that dsDNA is 
being produced at a detectable level. Note that the fluo- 
rescence minima at the denaturattoo. temperature do not 
fiifttii&candy increase, presumably because at this temper- 
ature there is no dsDNA for EtBr to bind. Thus the course 
of the amplification is followed by tracking the ftuorcs-. 
cence increase at the annealing temperature. Analysis of 
the products of these two amplifications by gel ejeetropho- 
repis showed * DNA fragment of the expected size for the 
male DNA containing sample and no detectable DNA 
synthesis for the control sample* 

DISCUSSION 

Downstream processes such as hybridization to a se- 
qvcncenRpedfic probe can enhance the specificity of DNA 
deceiAiuu h> FCR. The chmu>atk>ri of ihcae processes 
means that' the spccifldty of this homogeneous assay 
depends solely on that of PCR* In the case of fickle-cell 
disease, wc have shown that PGR alone has sufficient DNA 
sequence specificity to permit genetic serening. Using 
appropriate amplification conditions, there is little non- 
specific production of dsDNA in the absence of the 
appropriate target allele. 

The spedfidty required to detect pathogens can be 
more or less than that required* to do genetic screening, 
depending on the number of pathogens in the sample and 
the amount of other DNA that must be taken with die 
sample. A difficult target is HIV, which requires detection 
of a viral genome that can be at the level of a few copies 
per thousands of host cells* Compared with genetic 
Weening, which is performed on ceils jcontaimng at least 
one copy of the target ©oquertce* HtV idetecdon requires 
both more specificity and the input of more total 
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_ UV photography of PCR tubes containing &mptit£e8tn>ns 

using EtBr mat art specific to wild-type (A) or ficxte (b> alleles of 
the human p-globin gene. The left of each p^r of tubes coutains 
&Bete»$pecific primers to die wild-type alleles, the right tube 
primers to the sicWe aJttde- The photograph yeas ta<wh after 30 
cycles of PCR,. ami the input DNAs and the alleles thev contain 
are indicated. Fifty tog of DNA was used to begin PGR. Typing 
was done in triplicate (3 pair* OF PCfe) for each input DNA: 
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mm $ Contiamu* real-time monitoring of a POL A fiber apt* 
was used to carry excitation fight tn a PUR to progress and also 
emitted light back to a fluoromctcr (see Experimental rXrtocoj), 
Amptfficauon using human male-DNA specific primers in a PCR 
Starting with 20 rtg Of human male DNA (top), or in a control 
PCRwithout DNA (bottom), were monitored. Thirty cydes of 
PCR were followed for each. The* temperature cycled between 
94*C (denaturatkm) and 50*C (annealing and extension). Note in 
the male DNA PCR, the cyde (tunc) dependent increase in 
fluorescence at the anrieJUing/extenskra temperature. 
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DNA— up to microgram amounts— in order to have suf- 
ficient numbers of target sequences. This large amount of 
starting DNA in an amplication sig&i&canrty increases 
the background fluorescence over which any additional 
fluorescence produced by PGR must be detected. An 
additional complication, that occurs whh targets in tow 
copy-number is the formation of the ''primer-dimer" 
artifact This is the result of the extension of one primer 
using the other primer 95 a template. Although this occurs 
infrequently,, once it occurs the extension product is a 
substrate for PGR amplification, and can compete whh 
true PCR targets if those targets are rare, The primer- 
dimer product is of course d$DNA and thus is a potential 
source of false signal in this homogeneous a*$ay. 

To increase PGR specificity and reduce the effect of 
primer-dixncT antplinration, we are investigating a num- 
ber of approaches, including the use of nested-primer 
amplifications that take place in a single tube 8 , and the 
"hot-start^ in which nonspecific amplification is reduced 
by raising the temperature of the reaction before DNA 
synthesis begins 2 *. Preliminary results using these ap- 
proaches suggest that onnier-dihrcr is effectively reduced 
and it is possible to oetect the increase in EtBr fluores- 
cence in a PCR instigated by a single HIV genome in a 
background of 10 9 celts. With larger number* of ccHs, the 
background fluorescence contributed by genomic DNA 
becomes problematic. To reduce this background, it may 
be possible to use sequence-specific DNA~binding dyes 
that can be made to preferentially bind PGR product over 
genomic DNA by incorporating the dye-binding DNA 
sequence into the PGR product through a 5' "add-on" to . 
the oligonucleotide primer* 4 . 

We nave shown that the detection of fluorescence 
generated by an EtBr-containing PGR is straightforward, 
both once PGR is completed and continuously during 
the rmocy cling. The ease with which automation of spe- 
cific DNA detection can be accomplished is the most 
promising aspect of this assay. The Huorescence analysis 
of completed PCRs is alreadypossiblc with existing instru- 
mentation in 96-well format™. In this format, the fluores- 
cence in each PCR can be cjuantitated before* after, and 
even at selected points during therraocyciing by moving 
the rack of PCRs to a 9o-mictoWll plate fluorescence 
reader 20 . 

The instrumentation necessary to continuously monitor 
multiple PCRs simultaneously is also simple in principle. 
A direct extension of the apparatus used here is to have 
multiple fiberopdes transmit the excitation light and flu- 
orescent emissions to and from multiple PCRs. The ability 
to monitor multiple PCRs continuously may allow quan- 
titation of target UNA copy number. Figure 5 shows that 
the larger the amount of starting target DNA, the sooner 
during PGR a fluorescence incrca.se is detected. Prelimi- 
nary experiment* <Higuchi and Dottinger, manuscript in 
preparation) with continuous monitoring have shown a 
sensitivity to two-fold differences in initial target DNA 
concentration. 

Conversely, if the number of target molecules is 
known — as it can be in genetic screening-rcontinuous 
monitoring may provide a means pf detecting false posi- 
tive and false negative result*. With a known number of 
target molecules, a true positive would exhibit detectable 
fluorescence by a predictable number of cycles of PGR. 
Increases in fluorescence detected before or after that 
cycle would indicate potential artifacts* False negative 
results due to, for example, inhibition of DNA polymeiv 
ase f may be detected by including within each PCR an 
inefneiendy amplifying marker. This marker results in a 
fluorescence increase only after a large number of cy- 
cles — many more than arc necessary to detect a true 
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positive- If a sample fails to have a fluorescence increase 
after this many cycks, iohfcitton may be suspected. Since, 
in this assay, conclusions are drawn based on the presence 
or absence of fluorescence signal alone, such controls may 
be important. In any event before any test based on this 
principle is ready for the clinic, an assessment of its false 
positive/false negative rates will need to be obtained using 
a large number of known satuplcs- 

Irt summary, the inclusion tn PGR of dyes whose fluo- 
rescence is enhanced upon binding dsDNA makes it 
possible to detect specific DNA amplification from outside 
the PGR tube. In the future, instruments based upon this 
principle may facilitate the more widespread use of PCR 
in applications that demand the high throughput of 
sampler 

EXPERIMENTAL PROTOCOL 

Hamas HLA-DQk gene *mpHfkau<ma containing EtBr. 
PCRs were set up in 1 00 pA volumes containing 1 0 mM Tris-HQ, 
pH 8.3; 50 mM KC1; 4 mM MgC^ units of fog DNA 
polymerase (Ferkm*Eh»cr Genu. Norwalk, CT); 20 praote each 
of human HtA-DQa " gene spedfic oligonucleotide primers 
and CH27 19 and approximately \<y copies of DQ& PCR 
product diluted from a previous reaction. Ethimum bronudc 
(El&H SigtnA} was used at tbe concentrations indicated in Figure 
2. Thcrmocyding proceeded for 20 cycles in a model 4S0 
thcrmocydcr {Per kin-El mer Ccoi^ Norwalk, CT) using a "step- 
cycle" program of 94*C for 2 nun, denaUiration and 60*0 for 30 
sec anneaBng and 72*C for 30 sec. extension, 

Y-chromosiKDc specific PCR. PCRs (100 ul total reaction 
volume) containing %>£ y^/ml JEtBr were prepared as described 
for HLA-DQo, except wiux dHlcrcnt primers and target DNAs. 
These PCRs combined 1 5 pmok each male DN A-spccific p risers 
YI.J and Yl.2*\ and cither 60 ng male, 60 tig female, 3 ng male, 
or no human UNA. Thermocycling was £H*CTor 1 min. and 
for J min using a "step^ycle* pto^ranr The number of cycles for 
a sample were as indicated in Figure 3. Fluorescence measure- 
ment is described below. 

Allc*c-specificy human p-gtobin $co* PGR, AropUficauons of 
100 pi vojume losing 0 5 >tg/tnl of EtBr were prepared a$ 
described far HLA^DQa above except with different primer* and 
target DNAs. These PCRs contained «Ubet\ primer pair HOPS' 
H0HA <w8d-type tfobto spedEc primers) or HOP2/11PHS (aick- 
Ic-giofain spcdJSc primers) at 10 pmoJe each primer per ICR. 
Tnese prtetcrs were developed by Wu ct aL 2 \ Three different 
Catget VON A* were tuod in separate ampliflcationsr— 50 ng each « 
human DNA that was homozygous for the sickle trait ($S), DNA 
that was heterozygous for the sickle trak <A$)» or DNA that was 
homozygous for the w.i- globm (AA). Thcrmocycmig was for 30 
cycles at 94°C for 1 min. and 55 6 C for 1 min. itstnga ^^p-qr^ 
program. An antte&Hog temperature of 55X ncen shown vy 
Wa et al 2i to provide, aitdc^pccinc atpplincation. Completed 
PCRs were photographed through a red filter <Wratten 23A) 
after placing the reaction tubes atop a model TM-36 transfflunU- 
nator <tiV-pTOducta Sah Gabnel, CA>. 

Fhioresccnce measnrement. Ruorrscence rocasureraen w were 
mad> on PCRs containing EtBr in a Fluoro!og-2 flUorometcr 
^PEX, Edison, NJ). Excitation was at the 500 nm band with 
xhauz 2 nm bandwidth with * GO 43S nm cut^ff^kcrjMc^es 
Crist Inc.. Irvine. CA) to exclude second-Order Usjffat. Zmriwl 
light was detected 570 nm with a bandwidth of about 7 nm. An 
OG 530 nm cut-off uJtcr Was used to remove the excitation hgfct 

ContitmotiA ftaoracence monitoring of PCR. Continuous 
monitoring of a PCR in progress was accomplished using the 
spcctrofluoromeicr and setdnga described above as weU as a 
fSeroptic accessory (SPJEX cat no. 1950^10 both send exatauon 
Hght to. and receive emitted Ugfat from, a PCR placed in a well oj 
a model *80 ihcrnxxycier (Pcrkm-Elmer Cetus). The probe end 
of the fiberoptic cable was attached with "5 mto utc-cpoxy* to 
open top of a PGR tube (a 0.5 ml poiypropylenc centrifuge tube 
with its cap removed) effectively scaling it- The exposed top OJ 
the PGR tube and the end of die fiberoptic caWe were shielded 
from room light and the rooco lights were kept dimmed during 
each m*. The monitored PCR was an amplification Of V-cnro- 
r™$6me-6pcdfic repeat sequences as described above, except 
usingan anncaHng/extenskm temperaujrc of 50°C The Teactscwi 
was covered with OTine^l oil (2 drops) to prevent evaporation- 
Thennocyding and fluorescence mcasutemcnt ^re started st- 
multancously. A umic-basc scan witli a 10 second BitegrabOfl tone 
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usad and the emtestoa signal was xatiocd to' tbc excitation 
signal to control fee chSTOftt* to lirfit-wjurcc intensity, {fe&.wcre 
1 using the droSOOOf. version 15 fSPOtt data system. 



... . »i IOC cnwftt* to llfiht-KJurcc intensity, ua&.wi 

Reeled using the droSOOOf, version 15 (SFEX) data system. 

W« thAitt Bob lone* for help with the s^ctzofluormctric 
ffKVMtfrcmcntS and Heaiherbdl Fony for editing this manuscript. 
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The CO-14 moiecuie is' expressed on the surface of 
monocytes and some macrophages. Membrane- 
bound CD -14 is a receptor for lipopolysaccharide 
(LPS) complexed to LPS-Binding-Protein (LBP). me 
concentration of its soluble form is altered under 
certain pathological conditions. There is evidence for 
an important role of $CD-14.with polytrauma, sepsis, 
burnings and inflammations. 
During septic conditions and acute infections U seems 
to be a prognostic marker and is therefore of value in 
rnonftoring these patients. 
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monoctonal antibody, 
2x1 hour incubation, 
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detection limit: 1 ng/ml 
CV: intra- and interassay < 8% 
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SIMULTANEOUS AMPLIFICATION AMD DETECTION OF 
SPICIFK DNA SI QUINCES 

Russell ffiguchi*, Gavixx Bollinger 1 , P. Sean Walsh and Robert Griffith 

Roche Molccukr System*, the, 1400 55td St., EmeiyvOfc, CA 9*308- 'Ctoron Corporation, 1400 53rd St, Emeryville, CA 
Q4&0B, ^Corresponding author. 



We have enhanced the polymerase chain 
reaction (PGR) such that specific DNA 
sequences can be detected without open- 
ing the reaction tube* This enhancenoeftt 
requires the addition of ethidium bromide 
(EtBr) to a PCR- Since the fluorescence of 
EtBr increases in the presence of double- 
stranded (ds) DNA an increase in fluores- 
cence in such a PGR indicates a positive 
amplification, which can be easily moni- 
tored externally. In fact, amplification can 
be continuously monitored in order to 
follow its progress. The ability to simulta- 
neously amplify specific DNA sequences 
and detect the product of the amplification 
both simplifies and improves PCR and 
may facilitate its automation and more 
widespread use in the clinic or in other 
situations requiring high sample through- 
put 

Although the potential benefits of PCR 1 toctto- 
tcal diagnostics arc well known. 2,9 , it is still not 
wkfcly used in this setting, even though k is 
Font- year* titux thcnw?*t=ibl* DNA potym* 1 '* 
ase* 4 nWc PCR practical. Some of the reasons fot slow, 
acceptance are high cost, tank of automation of pre^ and 
post- PCR processing steps, and false positive results from 
carryovcT-cOntamination, The first two points arc related 
in that labor is the largest contributor to cost at the present 
stage of PCR development. Most current assays require 
some form of "downstream' 1 processing once rhermocy* 
ehng is done in order *o determine whether the target 
DNA sequence was present and has amplified, Theae 
include DNA hybridization 3 * gel eJectropboreAis with or 
without use of restriction digestion*;*/ HPLC", or capillary 
electrophoresis 10 . These methods ate labor-intense, have, 
low throughput, and arc difficult to automate. The third 
point is afao closer/ related to downstream processing. 
The handling of the FC& product in these downstream 
processes increases the chances that amplified DNA will 
spread through die typing lab, resulting in a risk of 



"carryover" fatee positives in subsequent testing". 

These downstream processing steps would be elimi- 
nated if specific amplification and detection of amplified 
DNA took place simultaneously wtthm an unopened re- 
action vessel Assays m which such different processes take 
place without. the need to separate reaction components 
have been termed ^omogerteous* 1 . .No truly homoge- 
neous PCR assay has been demonstrated to date, akhough 
progress towards this end has been reported. Chehab, et 
at 1 * developed a FCR product detection scheme using 
fluorescent primers that resulted in a fluorescent PCR 
product AHcte-specific primers, each with different fluo- 
rescent tags, were used to indicate the genotype of the 
DNA. However, the unincorporated primers tmist still be 
removed in a do wnstream process in order to visualize the 
result Recently, HoHahd, et al. ls t developed an assay in 
which the endogenous 5' exonudease assay of XSaj 'DNA 
polymerase was exploited to cleave a labeled oligonucleo- 
tide probe. The probe would only deftve if PCR ampun- 
cation had produced its complementary sequence. In 
order to detect the deavage products, however, a subse- 
quent process is again needed. 

We have developed a truly homogeneous assay for PCR 
and PCR product detection based upon tbc gready in- 
creased fluorescence that ethidium bromide and other 
DNA binding dyes exhibit when they are bound to ds- 
DNA 14 " 1 *. outlined in Figure I, a prototype PCR 
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d*0NA i*CR prodtWt 

1 Principle of simultaneous amplification and- detection Of 

PCR product fee component* of a P<5R toatainhitf EtBr that are 
fluoresce™ are listed— ©fir itself, EtBr bound toerthcr ssDNA ot 
daDN A. There Li a large fluorescence enhancement when EtBr is 
bound to DNA and bmdjnjr is greatly enhanced when DNA is 
doubk-siravdcd. After sumdent <n) .cydcs of PGR. the net 
increase in dqt)NA results in addHional EtBr bindings and a net 
increase in total -fiutfrcrecncc: 
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R&W 31 Gel electrophoresis of PGR. amplification prodiicts of the 
human, ttudcar gene, HLA DQo, made in the presence of 
increasing amounts of EtBr (up to 8 H-g/ml). The presence of 
EuV tea no obvious effect on utc yield or spedfkity of amplifi- 
cation. 
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HOOK S (A) Fluorescence measurement* from PCRs that contain 
0.5 pgfrn! EtBr and 'that are specific for Y-chfotnosojroc repeat 
sequence*. Five replicate FCRs *ere begun containing each of the 
DNA* specified. At each indicated cycle, one of the five replicate 
PCto for eacfc DNA -was removed from thennocydxng and Us 
fluorescence measured. Units of fluowtcence are arbitrary. (B) 
UV photography of PGR tube* (0,5 nil Eppcndotf^tylc, {XHyprO* 
pykne m»cro<entiifuKC tubes) containing reactions, those start* 
ing from 2 ng male DNA And control reactions without any DMA, 
from (A), 
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begins with primers that are single-stranded DNA (as* 
J>NA)» dNTPs, and DNA polymerase! An amount of 
dsDNA containing the target sequence (target DNA) is 
also typically present. This amount can vary, depending 
on the application, from single-cell amount* of DNA iT to 
micrograms per KIR* 8 , If EtBr is present, the reagents 
that will fluoresce, in order of increasing fluorescence, are 
free EtBr itself, and EtBr bound to the smgk-etraiidcd 
DNA primers ami to the dwblc^tranded target DNA (by 
its intercalation between the stacked bases of the DNA 
doubk^hdw). After the first denatu ration cycle, target 
DNA will be largely $ingte-stranded. After a PCJR is 
completed the most significant change is the increase in 
the amount of dsDNA (the PGR product itself) of up to 
several ookr oghams. Formerly free EtBr is bound to the 
additional dsDNA* resulting in an increase in fluores- 
cence. There is also some decrease in the amount of 
ssDNA primer, but because the binding of EtBr to ssDNA 
is much less than to dsDNA, the effect of this change on 
the total fluorescence of the sample is small* The fluores- 
cence increase can be measured by directing excitation 
illumination through the walls of the amplification vessel 
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before and after* or even continuously during, thermocy- 
ding. 

RESULTS 

PGR in the presence of EtBr. In order to assess the 
affect of EtBr in PGR, amplifications of the human HLA 
DQjx gene* 9 were performed with the dye present at 
concentrations from 0,06 to 8,0 itgmu (a lyfjieaj concen- 
tration of EtBr used fa staining of nucleic aods following 
gd electrophoresis is 0.5 u.g/mf). As shown in Figure 2, get 
electrophoresis revealed iittle or no dilrcrencc in the yield 
or quality of the amplification product whether EtBr was 
absent or present at any of these concentration $, indicat- 
ing that EtBr does not inhibit PGR, 

Detection of human Y-chtomowmc specific «e> 
^neiicesu Sequence-specific fluorescence enhancement of 
EtBr as a result of PGR was demonstrated in a scries of 
amplifications containing 0,5 u-gfrnl EtBr and primers 
specific to repeat DNA sequences found on the human 
Y^hromosomc 20 - These PGRs initially contained cither 
60 ng male* 60 tig female, 2 ng mak human or no DNA. 
Five replicate PCRs were begun for each DNA* After 0, 
17, 21 , 24 and 29 cycles of thermocyding, a PGR for each 
DNA was removed from the thermocyder, and its. fluo- 
rescence measured in a spectrofinorometer and plotted 
vs. amplification cycle number (Fig. 3 A). The shape of tnia 
curve reflects the fact that by the tone an increase in 
fluorescence can be detected, the increase in DNA i$ 
becoming linear and not exponential with cycle number. 
As shown f the fluorescence increased about three-fold 
over the background fluorescence for the PCRs contain- 
ing human male DNA, but did not significantly increase 
for negative control PCRs, which contained either no 
DNA or human female DNA. The more male DNA 
present to begin with — 60 ng versus 2 ng— the fewer 
. cycles were needed to give a. detectable increase in fluo- 
rescence. Gel electiwhoresis 00 the products of these 
amplifications showed that DNA fragments of the ex- 
pected she were made in the mak DNA containing 
reactions and that tiule DN A symbe$i$ took place in the 
control samples. 

In addition, the increase in. fluorescence was visualized 
by simply laying the completed, unopened PGRs on a UV 
transuifuminator and photographing mem through a red 
filter. This is shown in figure 5B lor the reactions thai 
began with 2 ng male DNA and those with no DNA. 

Detection of specific allele* of the human £-globm 
gene. In order to demonstrate that this approach has 
adequate specificity to allow genetic screening, a detection 
of the' sickle-cell anemia mutation was performed. F%urc 
4 shows the fluorescence from completed amputations 

containing EtBr (0.5 H-gfail) a« detected by photography 
of the reaction tubes on a UV transiliominator. These 
reactions were performed using primer* specific for ei- 
ther the- wild-type or sickle-ceil mutation of the human 
p-globin gene . The specificity for each allele 15 imparted 
by placing the sickle-mutation site at the terminal 3' 
nucleotide of one primer. By using an appropriate primer 
annealing temperature, primer extension— and thus an> 
pti6catjjc*ijr-ran take place only if the 3' nucleotide of the 
primer is complementary to the p«globin alldc present" 

Each pair of amplifications shown in Figure 4 consists of 
a reaction with either the wild-type allele specific (left 
tube) or skklc-allele specific (right tube) primers. Three 
different DNAs were typed: DNA from a homozygous, 
wild-type p-g)obin individual (AA); from a heterozygous 
sickle pM^iobin individual (AS); and from a homozygous 
sickle p-gU&b individual (SS). Each DNA (50 ng genomic 
DNA to start each PGR) was analyzed in triplicate (3 pairs 
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0 f reactions each), The DNA .type was reflected in the 1 
fC la£*v£ fluorescence intensities in each pair of completed 
ffm p]i£catk>ite. There was a significant increase in fluores- 
pence only where a allele DNA matched the 

primer Whco measured ou a spcctrofluoroinctcr 
S^ta not shown), this fluorescence was about three times 
jttt present in a PCR where both p-globm alleles were 
^matched to the primer set* Gel efcearophortttte (not 
shown) established that this increase in fluorescence was 
due to the synthesis of nearly a microgram of a DNA 
fragment of the expected size for p-globin. There was 
little synthesis of dsDNA in reactions in which the allele- 
specific primer was mismatched to both alleles. 

Continuous monhorfcog of a PGR* Using a fiber optic 
dcvkcrH is possible to direct excitation illumination from 
? spectrofl uoromet« r to a PGR undergoing thermocyding 
and to rctirrn its fluorescence to the KpectroftuoromeiCT* 
The fluorescence readout of such an arrangement, di- 
rected at an Etfir-containing amplification of Y-chromo- 
some specific sequences from 25 ng of tortwn male DNA* 
is shown in Figure 5. The readout from a control r*CR 
vhli no target DNA is also shown. Thirty cycles of PCR 
were monitored for each- 

The fluorescence trace as a function of time dearly 
shows the effect of the thermocyding. Fluorescence inten- 
tly rises and. falls invepcly with temperature* The fluo- 
rescence intensity is minimum at the denaturation tem- 
perature (d4°C) and maximum at the anntaUn^extension 
temperature (SOX). In the negative-control PGR, these 
fluorescence maxima and minima do not change signifi- 
cantly over the thirty thcrmocycks, indicating that there is 
little dsDKA synthesis without the appropriate target 
DNA, and there is little if any Wearing of EtBr during 
the continuous illumination of the sample. 

In the PGR containing male DNA, the fluorescence 
maxima at the annealing/extension temperature begin to 
increase at about 4000 seconds of thexTOocycling, and 
continue to increase with time, indicating that dsDNA is 
being produced at a detectable JeveL Note that the fluo- 
rescence minima at the denaturation temperature do not 
Aigni&candy increase, presumably because ai this temper- 
ature there is no dsDNA for EtBr to bind. Thus the course 
of the amplification is followed by tracking the fluorcs-, 
cence increase at the aoncaHh£ temperature. Analysis of 
the products of these two amplifications by gel clcctropho- 
tews showed a DNA fragment of the efcpcctcd size for the 
male DNA containing sample and no detectable DNA 
synthesis for the control saropte. 

DISCU55ION 

Downstream processes such as hybridization to a se- 
quence-specific probe can enhance tlw specificity of DNA 
decetjivii by FCR. The efcmoatkin of u\eae proccsaca 
means that' the specificity of this homogeneous assay 
depends solely on that of FCR. In the case of skkle-celi 
disease, we have shown that PCR alone has sufficient DNA 
sequence specificity to permit genetic screening. Using 
appropriate amplification conditions, there is little non* 
specific production of dsDNA in the absence of the 
appropriate target allele. 

The specificity required to detect pathogens can be 
more or less than that requited' to do genetic screening, 
depending on the number of pathogens in the sample and 
the amount of other DNA that must be taken with the 
sample. A difficult target is HIV, which Tcquircs detection 
of a viral genome that can be at the level of a few copies 
per thousands of host cells* Cwpated with genetic 
screening, which is performed on ceils containing at least 
one copy of the target sequence* HiV detection requires 
both more specificity and the input of more total 
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„ UV photography of PCR tubes containjii| Junplificatiojis 
using EtBr uwt we specific to wiloVtype (A) or «cW< (S> alleles of 
the mnrao £-globin gene. The Mt of each pair of tubes Contains 
allele-ftpedfie primers to the wild-type alleles, the right tube 
primers to the sickte attek- The photograph was tafcen after 30 
cycles of PCR.aad the input DNAs and the alleles ihcy comain 
arc indicated. Fifty &g of DNA was used to berin PGR Typing 
was done in triplicate (3 pairs of PCRs) for each input DNA 
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nCOSE S Continuous, rcal-thiie monitoring of a PCR, A fiber optic 
was oscd to carry excitation light tn a PtSR m progress and also 
emitted light back to a Buoromctar (see Exoenmcntal P^ocoJ). 
Ampiificataon using human malo-JDNA specific primers in a PCR 
SUr&ng with 20 ng of human male DNA {top}, or to * control 
PCR without DNA. (bottom), were, monitored. Thirty cydes of 
PCR were fedWed for each* The temperature cycled between 
94*C (denaturation) and 50*C (anneaUog and extension). Note in 
the male DNA PCR,. the cycle (tame) dependent mercasc in 
fluorescence at the anueaHftg/extension temperature. 
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DNA— up to microgram amooin&-Hn order to have suf- 
ficient numbers of target sequences. This large amount of 
starting DMA m an amplification signi&amtly increases 
the background fluorescence over which any additional 
fluorescence produced by PCR must be detected. An 
additional complication that occurs with targets irt low 
copyr-number is the formation of the ^riraer-dimer" 
artifact This is the result of the extension of one primer 
using the other primer as a template. Although this occurs 
inrrcqucntry. Once it occurs the extension product is a 
substrate for PCR amplification, and can compete whh 
true PCR targets if those targets are rare. The primer- 
dirner product i$ of course dsDNA and thus is a potential 
source of false signal in this homogeneous assay. 
To increase PCR specificity and reduce the effect of 

ghmer-dimcT antpUftcation, we axe investigating a nam* 
er of approaches, including the use of ncsted^pruner 
amplifications that take place in a sangJc tube*, and the 
"hot-start" in which notispedfic amptttkatfon t* reduced 
by raising the temperature of the reaction before DNA 
synthesis begins 25 . Preliminary resuks using these ap- 
proaches suggest that -prixncrsiimcT is effectively reduced 
and it is possible to detect the increase in EtBr fluores- 
cence in a PCR instigated by a single HIV genome in a 
background of 10* celts. With largo* numbers of cells, the 
background fluorescence contributed by genomic DNA 
becomes probleinatic. To. reduce this background, it may 
be possible to use sequence-specific DNA-binding dyes 
that can be made toprcferentiaJly bind PCR product over 
genomic DNA by invigorating the dye-binding DNA 
sequence into the PCR product through a 5' "add-on" to . 
the olironudcotidc primer* 1 . 

We nave shown that the detection of fluorescence 
generated by an EtBr-containuig PCR is straightforward, 
both once PCR is completed and continuously during 
ihermocychng. The ease with which automation of spe- 
cific DNA detection can be accomplished is the most 
promising aspect of this assay. The Huorescence analysis 
of completed PCRs is alreadyjfsossiblc with existing instru- 
mentation in 96-well format**. In this format, the fluores- 
cence in each PCR can be tjuantitated before, after, and 
even at selected points during therraocycung by moving 
the rack of PCRs to a Shinier well plate fluorescence 
reader* 0 . 

The instrumentation necessary to continuously monitor 
multiple PCRs simultaneously is also simple in principle. 
A direct extension of the apparatus used here is to have 
multiple fiberoptics transmit the excitation light and flu- 
orescent emissions to and from multiple PCRs. The ability 
to monitor multiple PCRs continuously may allow quan- 
titation of target UNA copy number. Figure 3 shows that 
the larger the amount of starting target DNA, the sooner 
during PCR a fluorescence increase is detected. Prelimi- 
nary experiments {Biguchi and Bollinger, manuscript in 
preparation) with continuous monitoring have shown a 
sensitivity to two-fold differences in initial target DNA 
concentration. 

Conversely, if the number of target molecules is 
known — as it can be in genetic screemng-rconrinuous 
monitoring may provide a means of detecting fabc posi- 
tive and false negative results. With a known number of 
target molecuks, a true positive would exhibit detectable 
fluorescence by a predictable number of cycks of PCR. 
Increases in fluorescence detected before or after that 
cycle would indicate potential artifacts. False negative 
results due to, for example,. inhibition of DNA polymer- 
ase, may be detected by including within each PCR an 
inefheiendy amplifying marker. This marker results in a 
fluottficence increase only after a large number of cy- 
cles—many more than arc necessary to detect a true 
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positive. If a sample fails to have a fluorescence increase 
after this many cycles, inhibition may be suspected. Since, 
in this assay, conclusions are drawn based on the presence 
or absence of fluorescence signal alone, such controls may 
be important. In any event hefore any test based on this 
principle is ready for the clink, an assessment of it* false 
positive/false negative rates wOl need to be obtained using 
a large number of known samples. 

In summary, the inclusion in PCR of dyes whose fluo- 
rescence is enhanced upon binding dsDNA makes it 
possible to detect specific DNA amplification from outside 
the PCR tube. In the future, instruments based upon this 
principle may facilitate the more widespread use of PCR 
in applications that demand the high throughput of 
samples* 

EXPERIMENTAL PROTOCOL 

Roman HLA-DQw gent *mpKitaaio»s containing Etffr, 
PCRs were set up ml 00 pA volumes containing 10 raM Tris^HCh 
pH 8.3; 50 mM KC1; 4 raM MgC^: t£ units of too DNA 
polymerase (FerltiiwEltner Ccnia, Norwalk, CT); 20 piriote cacti 
of human HlA-DQct ' gene specific oligonucleotide primers 
<>H26 and CH27 19 and approjcunateljr W copies of DQfc PCk 
product diluted from a previous reaction, gthidium bromide 
(EtBr; S«gmA} was used at the concentrations indicated in Figure 
2. Thermocyding proceeded for 20 cycles in a mode! 480 
tnermocydcr (Perkm-EJmer Cctu*, Norwalk, CT) using a "step- 
cycle" program of 94*C for 1 xnni denaturatbn and 60*C for W 
sec annealing and 72*0 for 30 sec extension. 

Y-chnrawmnc specific PCR. PCRs (100 ul total reaction 
volume) containing OJt j*e/i»J JEtBr were prepared as described 
For HLA-DQtf, except wi5i different primers and target DNAs. 
These PCRs contained J $ pmofe each male DNA-ipcciik prtmm 
YI.) and Vl.S 40 , and cither 60 ng nralc, €0 0£fema!e, 2 ng male, 
or no human DNA. Thermocyclitig was 94*CTor 1 min - and 60?C 
for 1 min using a "stetveyde* prj&£rara. The number of cycles for 
a sample were as indicated in FSgui* 3. Fluorescence measure- 
ment is diiscribed below. 

Allek-spccxfic, human fc-glo*in £co* PCR, Amplincauons of 
100 kU vCfJume vtmz 0 5 i^/tnl of £tBr were prepared *s 
described for HLA^DQa. above except with different primer* and 
target DNAs. These PCRs contained either primer pair HGP2/ 
HP HA <wiW-type gobin speaqi primers) or HGF2/HfU4S <sjck- 
le-riobin specific primers) at 10 pmole each primer per PCR, 
These primers were developed by Wu ct aL 21 . Three different 
tetget DNAs *rere used in separate amplifications?— 50 ng cacti of 
human DNA that was homozygous for the sickle trait <$S). DNA 
that was heterozygous for the sickle wak <A$)» or DNA that wj* 
homozygous for the w,t- gJobin (AA). Thcrmocycfing was for 30 
cycles aim: for 1 mm. and 55*C for 1 min. using n "stcp^ycte" 
program. An annealing Wropcrantre o£5S°C b*d been shown try 
Wa et al 21 to provide, allcle^pcdnc atppHftcation. Completed 
PCRs were photographed through a red filter (Wratten_23A) 
after placing the reaction tubes atop a model TM-36 IransiHuffli- 
nator (UV-producta San Gabriel, CA>. 

Ru<ire*<et»eemeasnrenictit. Flnoresceoce nieasurcraeriw were 
mad^ on PCRs containing EtBr in a Fltiorolog*2 0aorometer 
fSPKX. Edison, NJ). txci taction was at the 500 nra band with 
ahour 2 nm bandwidth with a GG 4HS nm cutoff ^er jMellcs 
Crist. Inc.. Irvine. CA) to exclude second-order light. ■ Exnrtted 
light was detected M 5 ?0 nm with a bandwidtb of about 7 nm- An 
OG 530 om cut-off Jfiitcr was used to remove the exchauon hg?)t 

ContitwooA fhH>re5)cence xnonii«rhlg of FCR^ Connnuoui 
nwnitoring of a fCR in progress was accomplished using giC 
Bpcctrofiuoromeicr and setdnga descrtbod above as well as a 
fiberoptic accessory <SFJEX cat no. 1950) to both send excitation 
fight to, and receive emitted light from, a PCRphccd ma well o J 
a model 400 uifJWcydcr (Pcrkin-Elmer Cetus). The probe end 
of the Rbereptic cable was attached with "5 nwutc-cpoxy" to w 
open top of a PCR tube (a 0.5 ml polypropylene centritoc tube 
with its cap removed) efteawely sxafiog iL The exposed yjp <n 
the PCR tube anri the end of the fiberoptic caWc were slewed 
from room light and the roow light* were kept dimmed durmg 
each ru». The rnonlmrcd PCR was an ampWicaudn of 
mosomc-spcciflc repeat sequences aa described above, except 
usinffan anncah'ng/extension temperature of The reaCUOti 
was covered with minesaJ oil (2 drops) to prevent evaporation- 
ThcjTOC^dirig and fluorescence measurement were started si- 
multancously. A time-base SCAn with a 10 second mtegranOii tunc 
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«a* unsd and the emission signal was ratioed tn'tbc excitation 
s'lgrtAl to control foe ctwflftes to Jirfit-jourcc intensity. Pat* were 
fleeted using the dntfOOOf, version S,5 (SPEX) date system. 
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The CO-14 molecule is expressed on the surface of 
monocytes and some macrophages. Membrane- 
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mentoring these patients. 
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Oligonucleotides with Fluorescent Dyes at 
Opposite Ends Provide a Quenched Probe 
System Useful for Detecting PCR Product 
and Nucleic Acid Hybridization 

Kenneth J, Livak, Susan J.A. Flood, Jeffrey Marmaro, William Giusti, and Karin Deetz 
Pcrkln-Elmcr, Applied ltfo$ystcms Division, Hotter City, California 94404 



The S' nucleate PCR dat«ct* the 

Accumulation of specific PCR product 
by hybridization and cleavage of a 
double-labeled fluorogentc probe 
during the amplification reaction. 
The probe It an oligonucleotide with 
both a reporter fluorescent dye aiwl a 
quencher dye attached. An Increase 
In reporter fluorescence In ten city In- 
dlcotcs that the probe has hybridized 
to the target PCR product and Um* 
been cleaved by the S'-*3' nucle- 
olytlc activity of Taq DNA polymerase. 
In this study, probes with the 
quencher dy« attached to nn Internal 
nucleotide were compared with 
probe* with the quencher dy« at- 
tached to the i'-end nucleotide. In all 
cases, the reporter dye was attached 
to the S* end. All Intact probes 
showed quenching of the reporter 
fluorescence. In general, probes with 
the quencher dye attached to the 3'- 
end nucleotide exhibited a larger stg- 
nal In the 5' nuclease PCR assay than 
the Internally labeled probes. It Is 
proposed that the larger signal b 
caused by Increased likelihood wf 
cleavage by Taq DNA polymerase 
when the probe Is hybridized to a 
template strand during PCR. Probes 
with the quencher dye attached to 
the 3 '-end nucleotide also exhibited 
an Increase In reporter fluorescence 
Inienftlty when hybridized to o com- 
plementary strand. Thus, oligonucle- 
otides with reporter and quencher 
dyes attached at opposite ends can 
be used as' homogeneous hybrldlza- 

zxom 



#"\ homogeneous: a^.say for detecting 
11 iv utvuimiUttluii of specific VCR prod- 
uct that uses a double-labeled fluoro- 
genie probe was described by Lee et al/ 1 ' 
The assay exploits the S' - > 3' miclc- 
olyilc activity of Taq DNA poly- 
inciaa(? (7 *' ,> ant} fo diagramed in Plgure 1. 
The Audiogenic prwlni t 'ousters of an oli- 
gonucleotide will* a reporter fluorescent 
dye, mhIi a* a fluorescein, attached TO 
the 5' end; uud u quencher dye, such as a 
rhodaminc. Attached internally, When 
the fluorescein Is excited by irradiation, 
lis fluorescent omission will be 
quenched it the ihinlamiiie b close 
enough to be excited through the pro- 
cess of fluorescence energy transler 
(M7r). rt -« During PCR, if the probe is hy. 
bridged to a template it mud, Taq DNA 
polymerase will cleave the probe be- 
cause of its inherent 5.' 3' nudeolytic 
activity. If the cleavage occurs between 
IhC fluorescein and rhodaminc dyes, it 
causes an increase in fluorescein fluores- 
cence intensity because the fluorescein 
is no longer quenched. The Increase in 
fluorescein fluorescence Intensity ludi* 
eatcs i hut the probe-spvciflc PCR product 
has htruri generated. Thus, PET between a 
dye anil a quencher dye is criti- 
cal to the performance of the piube lij 
the S r xiuileoav I*CU assay. 

Quenching is ciimpMc.ly dependent 
on the phyjiic&l proximity of the two 
dye*. 1 *'. Because of this, it haa \rwti as- 
sumed thai the quencher dye muat be 
ullached neaa the 5' end. Surprisingly, 
we have found that attaching « rho- 
dailiilte dye at the 3' end of a pml/r 



PCTt assay, llirthcrmorc, cleavage of this 

type of probe in not required to achieve, 
some reduction In quenching*. Oligonu- 
cleotides with a reporter dye on the ^S' 
end and a quencher dye on the 3' end 
exhibit a much higher reporter fluores- 
cence when oou Die-stranded as com- 
pared with aiinxle-suondcd. This should 
make it possible, to use this type of dou- 
ble* labeled probe for homogeneous de- 
tection of nucleic acw Hybridization, 



MATERIALS AND METHODS 
Oligonucleotides 

Table i shows the nucleotide sequence 
of the oligonucleotides used in this 
study. Linker arm nucleotide (LAW) 
phosphoramidlte was obtained from 
GJen Research. The standard i>NA plios- 
phorainiditcs, 6-carboxy fluorescein (6* 
FAM) phosphorainldite, 6-carboxy tet* 
ramethylrhodamlnc succinimtdyl ester 
(TAKfRA NHS Cstcr), and Phosptalink 
for attaching a JT -blocking phosphate, 
were obtained trom Pcrkln-Elmer, Ap- 
plied Biosystems Division. Oligonucle- 
otide synthesis was performed using an 
AB1 model 394 dna synthesiser (Applied 
IMosystems). Vnmer and complement 
oligonucleotides were purified using 
Ollfcu Purification Cartridges (Applied 
Biosystcim). Double-lulHtlud probes were 
sy nt holr-cd with 6-PAM- labeled phos- 
phoiuitiidiLc a! tlic 5* «'tdr / AN replucliig 
niiit 4>f the Ts in the sequence, and I'hos- 
p hal ink at the 3' end, Fotlowing de- 
piutw.:tlc>ii and r.Oiiinol precipitation^ 
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Strand displacement 
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FIGURE 1 Diagram of 5' nuclease assay. Stepwise representation of me 5' 3' nucleurytic ac- 
tivity of Taq UNA polymerase acting on a ftuoruKcnic prot>c during one extension phase of l J c:K. 



idm Na-bicarbonau. buffer (pH 9.0) at 
room temperature. Unrcactcd dye wo* 

icmovtrd by UftaMi£e ovci a I'D*10 Sepllil- 

dcx column. Finally, Ihc double-labeled 
prohe wna purified by preparative high- 
performance liquid chromatography 
(UPU:j using an Aquaporc C„ 220x4.6- 
mm column with 7-p.m particle size- The 
column was developed with a £4*min 
linear gradient of $-20% acctotiitrlle in 
0,) m TEAA (trRthylamlnc acetate), 
l'robes are named try designating the se- 
quence from Tabic 1 and the position, of 
the IAN-TAMRA moiety. Tor example, 
probe Al-7 ha* sequence Al with IAN- 
TAMRA at nucleotide paction ? from the 
5' end. 



PCR Sy»icrm 

All PCR amplifications were performed 
in the Pcrkiii- Elmer CcneAmp PCR Sys- 
tem 9600 using SO-vU reactions that con- 
tained 10 mM Tris-HCJ (pU 8.3), SO iiim 
KCI, 200 fiM dATT, 200 jlm dCIV, 200 u>M 
dfiTP, 400 jlm dUTP, 0.S unit of Ainpiir- 
ase uracil N-glycosylase (Perkin-EJmer), 



gene (nucleotide* 2141-2435 in the se- 
quence of NaKallmo-Iljima ct al.) (7i was 
amplified using ptiijier* AI'P and Ait? 
(Table 1), which are modified slightly 
from those of du Rrcuil ct nl w Actln am- 
plification reactions contained 4 mM 
M c^ : J* 20 ng of human genomic J*NA, 
50 hm Al or A3 probe, and 300 nM each 



primer. The thermal regimen was S0 y 0 
(2 mlrt), 9S°C (10 min), dO cycles of 
(20 sec), 60°C (1 min), and hold at 72*C. 
A 515-bp segment was amplified from a 
pJasmld that consists ol a segment ol X 
DNA (nucleotides! 32,2^0-32, 747) in- 
serted in the Sma\ *lt« of vector pUCl 19. 
These reactions uutiujliu:d 'S.S him 
M K C;l 2 , t ng of pittSinid DNA, 50 tlM YZ or 
PS probe, 200 nw primer PI 19, and 200 
iim piimei R119. The thermal regimen 
was SOX (2 min), 9$X (10 min), 25 cy- 
cle* Of 9$"C (20 3CC), 57 W C U min), and 
hold at 72 ft C, 



Flunrrvcencr Defection 

Kor each amplification reaction, a 40-jxl 
aliquot of a sample was transferred to an 
individual well of a white, £6-w<tH mien* 
titer plate (Peridn-lUmer). Fluorwence 
was measured on the i'crkin-EImcf Taq« 
Man UJ-50U System, which consists of a 
lumlncsconco spectrometer with plate 
reader autembly, a 485-nm excitation fit* 
ter, and a M£*-nm emission filler. Exeita. 
tion was at 4ftS nm using a ,Vnm slit 
width. Emission was measured at S18 

: nm for 6-1 ?AM (the. reporter or H value) 
and nm for TAMliA (the quencher or 
Q value) using a lO-nm silt width. To 
determine the inn cam. in icpuiUi nub- 
sloii that In caused by cleavage of the 
probe during VCM, three normalisations 
are applied to tl^e raw eniLs.Mon data. 
Pirst, emission intensity of a buffei blnnk 
Is subtracted for each wavelength. Sec- 
ond, emission intensity of the reporter is 



TABLE 1 


Sequences of Olljatonuclcoiidv* 




Name 




Sequence 


FU9 


priiacr 


ACCCACAGGAACTCAI CACCACTC 


K119 


prlmvT 


AixjTcc; txrrrcccKscrcAccmTri c»c 


P3 


probi* 


1 <X^ f |'J>\C) , OAl , CC'riX;ceAA<XACTp 


V2C 


complement 


ClACrOCrrGCCAACXJATCAtlTAATGCciAlC 


PS 


probe 


CUOA*lTrGClXiU'rA'rCi , Al v JACAACCATp 


P5C 


complement 


nr>.TCCTTGTCATACA^'AC^^OCV^M , ^C^ 


AM' 


primer 


TCACCXACACItrTGCCCATCTACQA 


arp 


primer 


CACiCCKMAt X XiCl C AITCKXVWTOU 


Al 


probe 


ATGCCC1CCCCCATG CCAlCCiXX^CTp 


Air. 


complement 


Ac^\tx:tiAt;t;An;<5t^vTtn;c;c;t;A<:t:(j(U'rAC 


A3 


piobc 


CGCCXrr<5GACrrCCACCAA0A0ATi. 




cuniplruseul 


CrATCrcnTGCrCOAAGTCCAGGGCRAC 



CTOlg] 



Vol each ollKonutlcotiile \isvd In tlili Aiudy, the nucleic add sequence is Kivcii* written in trie 
5' » 3' umxtiou. Theit *re \Uw iyn« of oligonucleotide*; TCR primer, fluorogenJc probe uw*i 
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or 
10 
Us- 
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Jti_s 

UH. 
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G18 


nm 


682 nm 


no- 








HA tMHfV 


4 t*mt>. 


no Ump. 


•» t^mp. 








A1-S - 


2S9i2.1 


32.7 4 1.0 


33.2 it 9.0 


38-2 i 2.0 


ox? * 0.01 


o.eo i o.oe 


o.io*o.og 


A1*7 


63.0 d 4.3 


306,1 


10*$* $.3 


1 10.3 * 5-3 


040*0.04 




3joo»ai& 


ALU 


127.0* IJ) 


403.S* 


Io0>±$.3 


03.14 6.3 


1.(6 A 0.02 


4,3410.15 


3.18*0.1$ 


A<M9 


167.&* 1*.<> 


45*3.7 rt 7.7 


70,3 a 7.4 


7X0 * 9.0 


3.67 a 0.06 


6,00 4 <M€ 


3.13 d 0.16 


A1-22 


224.C i 0.4 




IOO.Oi.4.0 




CJSSa.0,03 


5.02 1 0.1 1 


£.77 i 0.12 


A1-26 


150£ J 0.9 


464.1 1 








tOUS 





flCURE 2 R«ull3 of S* uuclrao? n>wty tombing p-wdn p«>bcl with TAMRA «t different nucte 
otkte positions. As dosedbad Jft Material* and Methods, W"Jt ampliftcat Ion* containing the in- 
dicated piobes wtre performed, and the fluorescence emission was measured &< 518 and 582 nm. 
Reported values are the average* 1 s.Oi for six reactions nm without added template (no temp.) 
ami six readlons run with template ( i temp.). The RQ railo was calculated for each individual 
reaction and averaged to give the rcporleofRQ" end HQ 1 values. 



aivjUed by the emission intensity of the 
quencher to give an RQ ratio fur cadi 
reaction tube. This normaltees tor wcll- 
to-wen variations in probe concentra- 
tion and fluorescence measurement. Vu 
1 naily, ARQ la calculated by subtracting 
mc KQ value of the no-template control 
(RQ") from the KQ value: for lh«r tuuv 
plcte reaction inducing template 
(RQ'), 

RESULTS 

A senes of prones with Increasing dis- 
tances Derween the fluorescein rvponci 
and rhodaml nc quencher were tested to 
investigate the minimum and maximum 
spacing that would give an acceptable 
performance in the 5' nuclease rCK as- 
jay. Tnese probes hybridize to a target 



.sequence in the human p-actin gene.. 
Mguic 2 allows the results of on experi- 
ment in which these probes were In- 
cluded in f*CR thai amplified a segment 
of the p'iivtiii genu explaining the Uigct 
sequence- INsifuiiimuce in the S J nu- 
clease J'CR assay is monitored l*y Ihc 
magnitude of AKQ, which Is* a measure 
of the Increase In reporter nuurvxnmv 
Lamed by PCK amplification of the 
probe target, Probe Al-2hav« ARQ value 
that is close to «sw. Indicating that the 
probe was not cleaved appreciably dur- 
ing the amplification renvtiou. Thi!» sug- 
jjcal*' that with the quencher dye on the 
scvund nucleotide from the 5' end, there 
1$ insufficient room fv>t Taq |>olymerasc 
to cleave efficiently between the reporter 
anU quenchei. The other five probes ex- 
hibited comparable ARQ values thai are 



clearly different from r.cro- Thus, ull five 
probes am befog cieavrd during 1*C:K am- 
plification ie>ulting in a similar l nertia.se 
\%\ n:porta* nuo«»ueJn:c. 3t should be 
noted thot complete digestion of a probe 
produces a much larger increase m re- 
porter fluorescence Ulan that observed 
in Plguro 2 <dau not shown). Thus, even 
In reactions where amplification occurs, 
the majority of probe molecules remain 
unclcavecl. It is mainly Tor this reason 
that the fluorescence intensity of the 
quencher dye TAMJIA changes Utile with 
amplification nf ihc targpj. This Is whal 

allow us to use the S82-nm fluorescence, 
reading as a normallaiatlon factor. 

The TtfHgnihirtV of RQ* d/*p^nds 
molniy on the quenching efficiency in- 
hernnr in rhe. specific structure ol the 
probe and the purity of the oligonucle- 
otide. Thus, the larger RQ" values Indi- 
cate that probes AM4, AJ-19, Al-22, and 
A1-Z6 probably have reduced quenching 
as compared with Al-7. Still, the degree 
of quenching is sufficient to detect a 
highly significant Increase. In reporter 
fluorcsctnee when endl of these probes 
is cleaved during TCR. 

To further investigate the ability of 
TAMKA on the 3' end to quench fj-FAM 
on the 5' end, three additional pairs of 
probcJ wc/c tested in the 5' nuclease 
PGR assay. Fot each pair, one probe has 
TAMRA attached <0 nn internal nude- 
wlHle and die othei has TAMKA attached 
to the y end nucleotide. The results ate 
shown in Table 2, hor all three sets, ihc 
probe with the 3' quencher exhibits a 
ARQ vaiuc thai b considerably highd 
than for the probe with the intern a J 
quencher, The HQ* values suggest thn( 
differences in quenching arc not as ^rrair 
as those observed with some of the Al 
pTobcs. These results demonstrate I hat a 
quencher dye on the V end of an oligo- 
nucleotide can quench efficiently the 



TABLE 2 Results of V Nuclease Assay Comparing I'rolws with TAMRA Attached to ah Internal or 3 l -tcrminal Nucleotide 



S18 nm nm 



a*; 



Probe. 


no temp. 


+ temp. 


ito tcuip. 


+ temp. 


HQ 


RQ* 


AKQ 


A3-6 
A3-24 


54.6 i 3,2 
7Z.t ± 2.9 


236.5 a. 11.1 


H6,2t 6,4 
a4.2 + 4.0 


90.2 a. 3.8 


0.47 i 0.02 
0.86 a 0.02 


0.73 s- 0.03 
2.62 i 0.05 


1.76^0,05 


P2-7 
1*^27 


82.8 a. 4.4 
113.4 2:6.6 


3B4.0± 34.1 
555.4 ±14-1 


10SJ X 6.4 
140.7 t 8,3 


120.4 a- 10.2 
118.7 £ 4.8 


0.73 i 0.02 

aai ± o.oi 


3.10 * ai6 
4.6»±010 


2.40 0.10 
3.88 t 0.10 


1'5-10 
PS-26 


77^ ± 6^ 
64*0 ± 5.2 


244.4 a 16.$ 
333.6 ± 12.1 


ft6.7 JL 4.3 
100.6 ± 6,1 


9S.B * 6.7 
94.7 r 6.3 


0.89 « 0.05 
0-63 ± 0,02 


2.55 0,06 
3.53 ^ 0.12 


1.66 * 0.08 
289 i 0.13 



. Qnri rj.faiiiMinns were nerformcd us described In MaUrdol ««•«! Methods and in the legend re K*6- ~ 
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fluorescence of a reporter dye on the J* 1 
end. Tiw degree of quenching Is Suffi- 
cient for this type of oligonucleotide to 
he used as a probe in the .V nuclease PCR 
assay. 

To test the hypothesis thai quenching 
by a .V TAMRA depends on the. flexibility 
of the oligonucleotide, fluorescence was 
nicaunad fur probes in the Single- 
stranded and double strandr.fi states, T6- 
h\? '3 foporU the fluorescence observed 
at 518 and 582 nm. The relative degree 
of quenching Is assessed by calculating 
the RQ ratio. For prot>CS With TAMRA 
6-10 nucleotides from the S' end, there 
Is little difference in the RQ values when 
comparing single-stranded with double- 
stcauded oligonucleotides. The results 
for probes with TAMRA At the 3' end aTe 
much different. For these probes, hy- 
bridization to a complementary strand 
causes a dramatic increase in KQ, We 
propose that this loss of quenching is 
caused by the rigid structure of double^ 
stranded 1>NA, which prevents the 5' 
and 3' ends from being in proximity. 

When TAMRA is placed toward the 3' 
end, there is a marked Mg 2( effect on 
quenching Figure 3 shows a plot of ob- 
served RQ values for the Al series of 
probes as a function of Mg 2,t concentra- 
tion. With TAMRA attached near the 5' 
end (prohe A 1-2 or Al-7), the value at 
0 niM Mg 2 " is only Slightly higher than 
RQ at 10 inM-MjrV. 1'or probes A1.19, 
Al-22, and Al-26, the RQ values at 0 m.M 
Wig 7 4 are very high, indicating a much 



reduced quenching efficiency. For each 
of these probes, there is a marked de- 
crease in HQ al 1 jj\m Mg* * followed by 
u gradual decline as the Mg* 1 v.vnccn- 
trution increase! to 10 niM, Piuuc Al-14 
shows an intermediate RQ value at 0 him 
M$ 7 * with a gradual decline at higner 
Mg 7 "* coiKenUaUwus. In a low-salt en- 
vironment with no Mg a * present, a sin- 
gle-stranded oligonucleotide would he 
expected io adopt am extended con for* 
mat ion because of 'electrostatic repul- 
sion. The binding of Mg a+ Ions acts lo 
shield the negative charge of the phos- 
phate backbone so that die oligonucle- 
otide can adopt conformations where 
the ;V end is close to the 5' end. There- 
fore, the observed Mg 2 ' effects support 
the notion that quenching ol a 5' re* 
porter dye by TAMRA at or near the 3' 
end depends on the flexibility of the oli- 
gonucleotide. 

DISCUSSION 

The striking finding of this study Is that 
it seems the rhodamlne dye TAMKA, 
placed at any position in an oligonucle- 
otide, can quench the fluorescent emis- 
sion of a fluorescein (6-FAM) placed at 
the 5' end, This implies thai a singlv- 
stranded, doubie-iabcled oligonucle- 
otide must be able to adopt conforma- 
tions where the TAMRA is dose to rhe 5' 
end. It should lie noted lhat Uie decay of 
6-RAM in the excited state requires a cer- 
tain amount of time. Therefore, what 



TABIC 3 Comparison of PlimittACeiKe ftniwiuus u( Jilrigtc-jiTrantfCd and 
Double-Branded Fluorogenlc PiribeN 



518 nm 



582 nm 



RQ 



PmlW 


*9 


6s 


¥9 


u> 


Ui 


US 


A1-7 


27 .7 5 


MM 


61.06 


13R.18 


OAS 


0.50 


Ab26 


43.31 


509.38 


53.50 


93.86 


0.81 


5.43 


A3.6 


167S 


62.38 


39,33 


16S.57 


0.43 


0.38 


A.V24 


30.05 


578.(54 


67.72 


140*25 


0.45 


3.21 


T2-? 


35,02 


70.13 


54.63 


121.09 


0.64 


0.58 


17-27 


39.ft9 


320.47 


65*10 


61.13 


0,61 


5.25 


rs-io 


27.;U 


144.(15 


01,*$ 


165.54 


0.4* 


0,87 


P5-2n 


33.65 


462.29 


71.3<> 


10*,61 


0.46 


4.43 



(as) Single-stranded, Ihe fluorescence emissions at 538 or 582 nm for solutions containing a final 
concentration of 50 nM Indicated prone, lo mM Tris-l IC1 (pH 8,3), 50 dim XC1, and 1 0 niM MgC^. 
(ds) DoublLM.ttand«L Ths solutions contained, In addition, 100 iim AlC few probes Al«7 and 
A)'2G, 100 nM A3C for probes A3-6 and A3-24, 100 iim l*2< : for pmlje* 1*2-7 and 17-27, or 100 nu 
P5C for probia* M-10 and PS-2tt. ticfarc The addition of Mj?C*l*, J K* p.1 of each auuiplc was lutfteii 



matte™ for qucaUiing In not the average 
distance between u-FAM and TAMRA 
but, rather, how close TAMKA can get io 
6-FAM during die lifetime Of the 6-FAM 
excited state. As long as ibc decay time nf 
the excited state IS relatively long coin- 
pareo with the molecu Jar motions of the 
oligonucleotide, quenching can occur. 
Thus, we propose that TAMRA at the 3' 
end, or any other position, can queuch 
e-HAM at the 5' end because TAMRA is in 
proximity to fi*KAM often enough to be 
able to accept energy transfer from an 
excited 6»FAM. 

Details of the fluorescence measure* 
menu remain puzzling. For example, Ta- 
ble 3 shows thai hybridization of probes 
A1-2G, A3-24, and P5-28 to their comple- 
mentary strands not only causes a large 
increase in 6-FAM fluorescence at 518 
run but also causes a modest increase in 
TAMRA fluorescence at 582 nin. If 
Tamra Is being excited by energy trans- 
fer from quenched 6«) J AM ( then loss of 
quenching attributable to hybridization 
should cause a decrease in the fluores- 
cence emission of TAMRA, The fact that 
the f htoicscencc emission of TAMRA in- 
creases indicate* that rhe. situation Is 
more complex. For example, we have an* 
ecdoiai evidence that the bases of the 
Oligonucleotide, especially <.;, quench 
the fluorescence of both 6-FAM and 
TAMRA to some degree. When double* 
stranded, base-pairing may reduce the 
ability of the bases to quench. The pri- 
mary factor causing the quenching of 
6-FAM in an intact probe is the TAMRA 
dye Rvldencc for Die Import a nee of 
TAMRA is that 6 KAM fluuM^i.ence 
remain* relatively unchanged when 
probes labeled only with 6-FAM are used 
In the 5' nuclease l'CR assay (data not 
shown), Secondary effectors of fluores' 
cence, both before and nfiei cleavage of 
the. probe, need to be. explored further. 

Regardless of the physical mecha- 
nism! rhe relative independence of posi- 
tion and quenching greatly simplifies 
the design of probes for the S' nuclease 
PCR asxay, There are three main factors 
that determine, the performance of & 
double-labeled fluorescent probe In the 
$>' nuclease 1*01 assay. The first factor Is 
the degree of quenching observed in the 
intaa probe. Tills Is characterized by the 
value of RQ* , which is the ratio of re- 
porter to quencher fluorescent cmis 
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mM Mg 

f 1CURE 3 Mteit 6f Mg^ £Oii«intration on RQ ratio for the Al scriex of prolxfs. The fluorescence 
emission intensity al S18 and 582 ntn was measured for solutions containing 50 hm probe, JO mM 
TrU-HCl (pH 63), 50 mM KCI. and varying amounts (0-10 mvt) of MgCl*. *IT>e calculated kt* 
ratios (518 nm Intensity divided hy SHZ nm ititemily) an- plcittOil Vs. MgO a concentration (mM 
Mk). The: key {uyjtrt ii$kl) alitiwn the |fi<jbv& cxaminiM. 



dyes used, spacing between reporter and 
quencher dyes, nucleotide sequence 
context effects, presence of structure or 
ulhei facivis that induce flexibility uf 
the oligonucleotide, and purity of the 
probe. The second factor is I he efficiency 
tif hylnidu«uion, which depend* on 
probe r u „ presence of second Bry struc- 
turc in probe or template, annealing 
temperature, and other reaction condi- 
tions. The third factor Is the efficiency at 
which Taq DNA polymerase cleaves the 
, bound probe between the reporter and 
quencher dyes. This cleavage Is depen- 
dent on sequence complementarity be- 
tween probe and template as shown by 
Uie observation that mismatches in the 
segment between reporter and quencher 
dyes drastically reduce the cleavage, uf 
probe. cl> 

The rise in HQ' values for the Al se- 
ries of probes seems to indicate that the 
degree of quenching is reduced some- 
what as the quencher is placed toward 
the 3' end l he lowest apparent quench- 
ing Is observed for probe Al-]9 (see Fig. 
3) rather than for the probe where the 
TAMRA is at the 3* end (Ai-26). This is 
•understandable, as the conformation of 
the 3' end position would be expected to 
be less restricted than the conformation 
of an Internal position. In effect, a 
quencher at the 3' end is freer to adopt 
conformations close to the 5' reporter 
dye than . is an internally placed 



probes, the interpretation of RQ. values 
is less clear-cut. The A3 probes show the 
some trend as Al, with the 3* TAMRA 
piobe having a la&ger RQ" than the In- 
ternal TAMRA probe. For the 1*2 pah, 
bolh prohr.s have about the same* RQ" 
value. For the PS probes, the RQ for the 
y probe is less than for the internally 
labeled probe. Another factor that may 
explain some of the observed variation is 
that purity affects the RQ" value. Al- 
though al I ] j robes are HIM.C puiified, a 
small amount of contamination with 
unquenched reporter can have a large ef- 
fect on K<i . 

Although there may be a modest ef- 
fect «n decree of quenching, the posi- 
tion of the quencher apparently urn 
have a Urge effect on the efficiency of 
probe cleavage. The most drastic- effect is 
observed with probe Al-2, where place- 
ment of the TAMRA on the second nu- 
cleollde teduua the efficiency of cleav- 
age to almost zero. For the A3, 1*2, and PS 
probes, ARQ Is much greater for the 3' 
TAMRA probes as compared with the in- 
ternal TAMRA probes. This Is explained 
most easily by assuming that piobes 
with TAMRA at the 3' end are more likely 
to be cleaved between' iepoi.iei and 
quencher than art probes with TAMRA 
attached internally. For the A1 probes, 
the cleavage efficiency of probe Al-7 
must already be quite high, as ARQ docs 
not Increase when the quencher is 
nUrpti rbvi tn th*» .V nnd. This Ulus- 
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traces the importance* of heine ahlr to 
use probes with » que rich or on tho V 
end in the 5' nuclease PCR at,say, In this 
assay, an increase in the intensity of re- 
porter fluorescence is observed only 
when Uie probe is cleaved between I lie 
reporter and quencher dyes. By placing 
Ihv/ lupurlur and quuuchui Oyui* oil the 
opposite end* of an oligonucleotide 
probe, any cleavage that occurs will be 
detected. When the quencher Is mtuehed 
to an Internal nucleotide ttomulhncs the 
probe worki well (A 1-7) a/ id other Utiles 

not so well (A3-6). The relatively poor 
performance of probe A3 -6 presumably 
means tho probe is being cleaved 3' to 
tho quencher rnthor than between the 
rppnripr and quencher. Therefore, the 
best chance of having a probe that rcli- 
ubly detects accumulation of PGR prod- 
uct in the V nuclease PCJR assay is to use 
a proho with the reporter and quencher 
dye* on uppositu ends. 

Placing the quencher dye on the 3' 
end may a) so provide a slight bone fit In 
terms of hybridisation efficiency. The 
presence of o quencher attached to an 
internal nucleotide might be expected to 
disrupt base-pairing and reduce- the T m 
of a probe. In fad, a 2 n C-.VY.: reduction 
In T m has been observed fox two probes 
With inuni'idlly alhtehed TAMUAh.'^ This 
disruptive effect would be minimized by. 
placing the quencher at the 3' end. Thus, 
probes with y quenchers might exhibit 
^lightly higher hybridization efficiencies 
than piubeS with interna] Ljucnelien. 

The combination of increased cleav- 
age and hybridization efficiencies means 
that probes with 3* quenchers probably 
will be mote tolerant of nils matches be- 
tween probe and target as compnrcd 
wtlli internally labeled probes. Tim tol- 
erance of mismatches ean be advanta- 
geous, as when trying to use a single 
probe to detect POK-amplificd products 
from ;uii"i»lt?» uf different species. Also, it 
mean's that cleavage of probe duri n^ VOX 
Is less sensitive to alteration* in AO* 

nealing temperature or other reaction 
conditions, The one application where 
tolerance of mismatches may be a disad- 
vantage is for allelic discrimination. l^*c 
ct al. (1) demonstrated that allele-speciflc 
probes were cleaved between reporter 
and quencher only when hybridized to a 
perfectly complementary target. This al- 
lowed them to distinguish die normal 
human cystic fibrosis allele from the 
AFS08 mutant, Their probes had TAMRA 
attached to the seventh nucleotide from 
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mM Mg 

figure 3 Kffect of Mg 61 concentration on RQ ratio for the A3 scries of probes. The flucsrmcmicii 
em&Uun intensity al 51ft and 582 nm was measured for solution* containing 50 iim piobe, 10 mM 
TriJt-Iia.CpH 8.3), 50 dm KCJ, and varying amounts (0 10 mM) of MsCl*. The calculated RQ 
ratios (via nm Intensity divided t>y 5KZ mn intensity) are plotted vs. MgQ 2 concrnrr<«tt<«i («im 
Mg). The key (upper H$ht) ahows the probes examined. 



dyes used, spacing between reporter and 
quencher dyes, nucleotide sequence, 
context effects, presence. »t structure or 
other factors that reduce flexibility of 
the oligonucleotide, and purity of the, 
probe. The second factor is trie efficiency 
of hybridization, which depends on 
probe 7* m , presence of secondary struc- 
ture tn probe or template, annealing 
temperature, and other reaction condi- 
tions. The third faaor is the efficiency at 
which Taq UNA polymerase cleaves the 
bound probe between the reporter and 
quencher dyes. This cleavage is depen- 
dent on sequence complementarity be- 
tween probe and template as shown by 
the observation that mismatches in the 
segment between reporter and quencher 
dyes drastically rexluce the cleavage of 
probe. <l> 

1 he rise in RQ values for the Al se- 
ries of probes seems to Indicate that the 
degree of quenching is reduced some, 
what as the quencher is placed toward 
the 3' end. The lowest apparent quench- 
ing is observed for probe AM 9 (see Fig. 
3) rather than for the probe where the 
TAMRA is at the 3' end (Al-26). This is 
understandable, as the conformation of 
the S end position would be expected to 
be less restricted than the conformation 
of an internal position. In effect, a 
quencher ar the 3' end is freer lo adopt 
conformations close lo the 5* reporter 
dye than is an internally placed 
quencher. For the other three sets of 



probes, the interpretation of RQ' values 
is less clear-cut. The A3 probes show the 
same trend as Al, with the 3' TAMRA 
probe having a larger RQ"' Hum I ho in- 
fernal TAMRA probe. For lite P2 pair, 
both piobcs have about the same RQ 
value. Por the I»5 probes, the RQ* for the 
3' probe is less than fui the mteinally 
labeled probe. Another factor that may 
explain some of the observed variation Is 
that purity affects the RQ" value. Al- 
though all probes are HPLC purified, a 
small amount of contamination with 
unquenched reporter can have a large ef- 
fect on RQ . 

Although there may be a modest ef- 
fect on degree of quenching, the posi- 
tion of the quencher apparently can 
have a large effect on the efficiency of 
probe cleavage. The most drastic effect is 
observed with probe Al-2, where place- 
ment of ihc TAMRA on the second nu- 
cleotide reduces the efficiency of cleav- 
age to almost zero. Vot the A3, P2, and PS 
probes, ARQ is much greater for the 3' 
TAMRA probes as compared with the in- 
ternal TAMRA probes. This Is explained 
most easily by assuming that probes 
with TAMRA al the 3' end are more likely 
to be cleaved between reporter and 
quencher than are probes with TAMRA 
attached internally. Por the Al probes, 
the cleavage efficiency of probe Al-7 
must already be quite high, as ARQ does 
not Increase when the quencher Is 
placed closer to the 3' end- This Illus- 



trates the importance of behifl able to 
uee probes with a quencher on the 3' 
end in the S' nuclease I'CK assay. In litis 
assay, an increase In the intensity of re 
porter fluorescence Is observed only 
when the probe is cleaved between the 
reporter and quencher dyes. I*y placing 
th<? reporter and quencher dy«* on the 
opposite end* of an oligonucleotide 
probe, any i'leav;tg<< that umitw will be 
detected. When the > quencher u attached 
to Jn internal nucleotide, &oniO(liitot the 
probe works well and other times 

not *o well (A3*6>, The relatively poor 
performance of probe A3-6 presumably 
means the probe is betxui cloaved 3* to 
the. quencher mthcr than between the 
reporter and quencher. Thartdofe, the 
best chance of having a probe that reli- 
ably detects accumulation of l*CR prod- 
uct in the -V nuclease PCK assay Is to use 
a probe with the reporter and quencher 
dyes on opposite ends. 

Placing the quencher dye on the 
end may also provide a slight benefit in 
terms ol hybridization efficiency. The 
presence of a quencher attached to an 
internal nucleotide might be expected to 
disrupt base-pairing and reduce the 7~, A 
of a probe. In fact a 2*C-3*C reduction 
in T m has been Observed for two probes 
with internally attached TAMRAs. (9) This 
disruptive effect would be minimised by 
placing the quencher at the 3 # end. Thus, 
probes with 3' quenchers might exhibit 
jdightly higher hybridization efficiencies 
than probes with internal quenchers. 

The combination of increased cleav- 
age and hybridization efficiencies means 
that probes with 3' quenchers probably 
will be more tolerant of mismatches be- 
tween probe and target as compared 
with internally labeled probes. This tol- 
erance of mismatches can be advanta- 
geous, as when trying to use a single 
probe to detect PCR-ampIihed products 
from samples of different species. Also, u 
means that cleavage of probe during PCR 
Is less sensitive to alterations In an- 
nealing temperature or other reaction 
conditions. The one application where 
tolerance of mismatches may be a disad- 
vantage is for allelic discrimination. Ue 
et al,^ demonstrated that allcle-speclfic 
probes were cleaved between reporter 
and quencher only when hybridized to a 
perfectly complementary target. This aU 
lowed them to distinguish the normal 
human cystic fibrosis allele from the 
AF508 mutant. Their probes had TAMRA 
attached to the seventh nucleotide from 



flora 



Z0S6 091 6fr6 YVd 8S^T Z002/S0/ZT 



From ! BML PHONE No. : 310 472 0905 Dec, 05 2002 12:i9RM P09 




tiiM .V end and wero <k*tf#ncd so thai any 
mismatches vrcrc between the reporter 
and quencher. incre*»irtfc the distance 
betwuon reporter and qiir.nchAr wovM 
lessen lh<< disruptive effect of mis- 
matches and allow cleavage of lh« probe 
on the incorrect target, Thu*, probes 
with a quencher attached to an intcmul 
nucleotide* may still be ucoful for allelic 
nlftrrJrnJhatkm. 

In this study lot* of quonchlng upon 
hybridisation woji used to show that 
quonchlng by a 3* TAMRA I* dependent 
on the flexibility uf a sinftlevEtranded oli- 
gonucleotide The Increase in reporter 
fluorescence intensity, though, could 
ako b* uiesd to determine whether hy- 
brldlzatlon has occurred or not. Thus, 
oligonucleotides with reporter and 
quencher dyes attached at opposite: ends 
should also be useful as hybridization 
probes. The ability to detect hybridiza- 
tion In real time means that these probes 
could be used to measure hybridization 
kinetics. Also, this type of probe could be 
used to develop homogeneous hybrid- 
ation nssayj for diagnostic* or other ap- 
plications, liagwclt Ct al. U0) describe just 
this type of homogeneous assay where 

hybridization of a probe causes tin in* 
eroasG In fluorescence cauaed by a loss of 
quenching. However, they utilized a 
complex probe design that require* add- 
ing nucleotides to both end* of the 
probe sequence to form two imperfect 
hairpins, ITte results presented here 
demonstrate Uiat the simple addition of 
a reporter dye to one end of an oligonu- 
cleotide And a quencher dye to the oUwi 
end gcncrat&c a fluorogonlc probe that 
can detect hybridization or PCR amplifi- 
cation. 
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Wo have developed a novel "real time" quantitative PCR method. The method meacurts PCR produn 
^?JSi^lh^ a dual-labeled nuoiosenlc probe <Lc„ TaqMan to** This method provides W 
c Jare IS rlprccSidble quantitation of gene copies. Unlike other quantitative ?CR "=* 
doe, nor require poa-PCR sample handling preventing potential PCR product carry-over contamination and 
£uldnr ITmuch'faster and higher throughput assay. The real-time HCR rn cthod has ^ ^ j* ^ aua^niita rive 
range of starting target molecule determination (at fc»t five orders of magnitude). Real-time quantitative 
PCR is extremely accurate and less labor-intensive than current quantitative PCR methods. 



Quantitative nucleic acid sequence analysis nas 
had an important rote in many fields of biologi- 
cal research. Measurement of gene expression 
(RNA) has b««n used extensively In monitoring 
biological responses to various stimuli Clan ft ai, 
1994; HuaiiR et at. 199Sa,b; Prud'nomme et al 
1995), QuaniitaUve gene analysis (DNA) has 
boon used to d«i ermine the genome quantity of .*» 
particular gene, as in the case, or the human H1LR2 
gene, which Is amplified in -30% of breast tit- 
mors (Slamon et ai. 1987). Gene and genome 
quantitation (DNA and RNA) also have been med 
for analysis of human immunodeficiency virus 
(IIJV) buTdcn demonstrating changes in the lev- 
els of virus throughout the different phases of the 
disease (Connor et al. 1993; Platak el al. jw:«b; 
J'turado et al. 1995)- 

Many methods have been described for tlu: 
quantitative analysis ot nucleic acid sequences 
(both for RNA and DNA; Southern 19/S; Sharp et 
al. 19KU; Thomas 1980). Recently, PCR ha* 
proven to be a powerful tool fcrr quantitative 
nucleic acid analysis. PGR and reverse transcrip- 
tase. (KT)-PCR have permitted the analysis of 
minimal starting quantities of nucleic acid (as 
little as one cell equivalent). This has madr. ]>os- 
slhlc many experiments (hat could not hove been 
performed with traditional methods. Although 
PCR has provided a powerful tool, it is imperative 



that tt be uacd properly for quantitation (tt»«y. 
maskers 1995). Many early reports of qualita- 
tive PCR and RT-PCR described quantitation of 
the PCR product but did not measure the Initial 
target sequence quantity. It is essential to design 
proi>cr controls for the quantitation of the initial 
target sequences (Pc'rrc 1992; Clement I ct al. 
1093) 

Ke^itrchers have, developed several methods 
of quantitative PCR and RT-PCR, One approach 
measures PCR product quantity in the log phase 
of the reunion before the plateau (Kellogg et at. 
1990; Pang et a). 1990). This method requires 
that each sample has equal input amounts of 
nucleic add and that each soniple under analysis 
amplifies with identical efficiency up to the point 
of quuutilalive analysis. A gene sequence (con- 
tained in all samples at relatively constant quan- 
tiii**, such as p-actln) can be us«d for sample, 
amplification efficiency normalization.. Using 
conventional methods of PCR detection and 
quantitation (gel electrophoresis or plate capture 
hybridization), it is extremely laborious to assure 
that all samples are analyzed during the log phase 
of the reaction (for bolh the target gene and ihc 
normalization gene). Another method, quantita- 
tive competitive (QC)-PCH, has been developed 
and is used widely for PCR quantitation. QC-PCR 
rctlics oyi (he inclusion of an internal control 
. compel Hor in each reaction (Becker-Andre 1991; 
Hatak el ol, l$93«,b). The efficiency of each re- 
action is normalised to the internal competitor. 
A ifMnwn amount of intejoai competitor can be 
annjM 7nc« no/ wj RCtirT 7An7/cn/7T 
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added to each sample. To obtain relative quant- 
ration, the unknown target PGR product is com- 
pared with the known competitor XK'IU product. 
Success of a quantitative competitive I'CK assay 
relies on acvcioplng an Intcriml control 11 ml am- 
piifir* wlih the same efficiency as tlic uu^ui mol- 
eculc. The design of the coinpetltoi and the vali- 
dation of amplification efficiencies- jequire a 
dedicated effort. However, because QC^-i'OH does 
not require that PC'.K ptoducts be analysed during 
the log phase of Ihe. aiuplificaUori, it is On; easier 
or the i wo methods to use. 

Several detection system* wie u>ed for quan 
Utative l'CR and ttT-PCU analysis; (1) uprose 
ycls, (2)iluurcHrn( labeling of PGR products and 
detection with Inner-induced fluorc&vencc ualn$ 
capillary electrophoresis (Kaseo et al. 1995; Wil- 
liams ct al. 1996) or acrylamldc gels f and (3) iilute. 
capture and sandwich probe hybrid 1/411 lot t (Mul- 
der et al. 1994). Although these method* proved 
successful, each method requires post-PCR ma* 
nlpularlons that ackl time to the analysis ami 
may lead to htbunUoty miilrtinination. The 
sample throughput uf Ibese inethucb* i.s limited 
(with l he exception of the plait capture ap- 
proach), thurttfr-ru, these methods ore not 
well >uited ft jj u>o demanding high sample 
Throughput (I.e., screening of large numbers of 
1 jioimil<rvulcr> wi ^tinly/An^ samplva l\« did£iiui- 
tic* or clinical trials). 

Here we report the development of « novel 
assay for (Quantitative DNA analysis. The assay is 
Iwned on the use of the .S' nucleate assay first 
described by Holland et al. (1991 J. The method 
i lses i he 5 ' n t ic lease At:t i v 1 1 y of 7 \uf |* A y m c rase i < > 
cleave a noncxtcndiblc hybridization probe dur- 
ing t>»e ex tension phase of I'CH- Thr. approach 
uses dual-labeled fluorojjcnic hybridisation 
probes (Lcc et al. li>i>3; nassler et ah 19V 3; Uvok 
cl a), 199£a,b). One fluorescent dyv serves «s a 
reporter |FAM (i.e., 6-carboxyfluon:;Kcin)| and its 
emission spectra is quenched by I he second fluo- 
rescent dye, TAMRA (I.e., o-carboxy-tetramcthyl- 
rhodaminc). The .nuclease degradation of the hy- 
brtdi/Jitton pnihe releases the quenching of Ihe 
I'AM fluorescent emission, resulting in an In- 
crease, hi pealc fluorescent emission at S}# nm. 
The use of a sequence detector (ADi i'lism) allows 
measurement of fluorescent spectra of all 96 wells 
uf the thermal cycler continuously during the 
TOR amplification. Therefore, the rc-action* aie 
monitored in real time. The outpui data Is de- 
scribed and quantitative uiuilysis of input urget 
i)NA sequences Ls discussed below. 



RESULTS 



PCR Product Derectlon in R«al Time 

The goal wax to develop a 'high-throughput, sen- 
sitive, »n<l neeuraic gene quantitation assay for 
use In monitoring lipid mediated therapeutic 
gene delivery. A plasm Id unending human factor 
VI II gene sequence, pl'STM (sec Methods), was 
used as a model ihc*ra]>cutie gvne. The assay use* 
fluorescent Taqwan methodology and an instru- 
ment capable of measuring fluorescence in real 
time (AU1 Prism 7700 Sequence Dctcrlnr). IIki 
'laqm^n reaction requires a hybridisation pmhr 
labeled willi two different fluorescent dyes. One 
dye Is a reporter dy« (I'AM), the other is 4 quench- 
ing dye (TAMRA). When ihe pruU: 1a inlacl, fluo- 
icsccnl energy transfer occurs and the reporter 
dye fluorescent emission is absorbed by the 
quenching dye (TAMRA). During the extension 
pha.se of the 1»CK cycle, ihe flu orescent hybrid- 
IxaiIoi'i proi>c is cleaved by the S'-.T nucleolytic 
activity of thr DNA polymerase. On cleavage of 
the probe, the reporter dye emission is no longer 
transferred efficiently to the quenching dye, re 
J tii iK hi an increase of the reporter dy« fluores- 
cent ei ilia*! ou «»j>«Ctr<». PCR primers uud probe* 
vrerv designed tin the human fitetor VI 1J se- 
quence and human p-actln gene (a.t dc.ieribed in 
Methods). Optimization reactions were per- 
formed to choose the appropriate probe und 
magnesium concentrations yielding the lii^es* 
Intensity of reporter fluorescent signal without 
sacrificing specificity. The Instrument ur.es a 
charge -co tip led device (i.e., CCD camera) for 
measuring the fluorescent emission speetm from 
SOO to C$0 nm. Kach 1X;U tul>c was monitored 
sequentially for 2 & tn.t«e with continuous moni- 
toring throughput tht: aniplifietttion. liacll tube 
wan re-examlncd every fl.S »ec. Computer soft- 
ware was designed to examine the fl\i orescent In- 
tensity of both the reporter dye (PAM).and 
the quenching dye (TAMRA). The lluoresccrtt 
intensity of the quenching dye, TAMRA, changes 
very little over the course of the PCR amplHV 
cation (data not shown). Therefore, the Intensity 
of TAMRA dye emission serve* a* »n internal 
.tlandaj-d with which to norniullyc the reporter 
dye (FAM) emission variations. The software cal- 
culates ii value termed ARn (or ^RQ) usinj; the 
following equation: ARn - (Rn J ) (R»")i where 
Kn 4 . . emission inlejishy of reporter/emission in- 
tensity of quencher al any given time In a reae 
tlon tube, and Ru - emission intenAitity of re- 
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poncr/cmlttlon Intently uf qucncUer measured 
prior 10 I'CK iiniplilication in that same reaction 
tube, l'or the purpose of quantitation, the Um 
three data points (ARns) collected during the. ex- 
tension step for each PCK cycle wore analyzed. 
Tlic nudeolylic degradation of the My unitization, 
probe occurs during ihe extension phase or rtJt, 
and, therefore, reporter fluorescent ciiuhmuii In- 
creases; during ihi* time. Hie Uuw daw points 
were averaged for each KJK cycle and the metm 
value for each was plotted in an "amplification 
l>loi" shown In J'lgurc 1 A. The AKn mean vahie is 
plotted on the j*axis, and time, represented by 
cycle number, is plotted on tlje*-axift. During the 
early cycles cjI the PCR amplification, the ARn 



value remains at base lino When sufficient hy- 
bridization probe has been cleaved by the Tun 
ixrfymcrasc nuHftAtt activity, the intensity of ro- 
; porter fluorescent emission increases Most PCU 
umpUfk-Mlons reach u plateau phnw of reporter 
fluorescent emission tf the reweliun Is carried out 
to high cycle nuiiiKis. The amplification plot lit 
examined vuily in tb* reaction, at a point thai 
i (.-presents ihe log phase of product arrumula* 
turn. This Is done by uSfrignlng an aibiliiuy 
threshold thai is b«*cd on the variability of the 
bsis«-«inc iImu. In WgUTfs 1 A, the threshold whs set 
jit 10 standard deviation* above the mean of 
base line emission calculated from tydo 1 lo 15. 
Once the threshold is chosen, the point at which 
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Fiqure 1 PCR product detection in real tfrncs. (*) The Model 77QO Mjfiware will co™ 1 "^ a ^ ,ffi f a ^?° P 1 ?? 
from the extension phase fluorescent emission data collected during the PCR ampHficaUon. The standard de- 
viation is determined from the data points collected from the base line of the ampll IcaUon ploL ^Jjues are 
calculated by determining the point ai which the fluorescence exceeds a threshold limit (usuali y iu umes me 
Sndard delation of the base line). (8) Overlay of amplification plou of serially (1:2) dl« "«d human genomic 
DNA samples amplified with p-actir. primers. (Q InpuL DNA concentration of ^samples ^^^JJ*.^^ 
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the amplification plot crosses the threshold* vela 
fined as C,. C r is reported an the cycle number u\ 
this point- Aft will be demonstrated^ th« CI, .valor 
Is pietliiGve of the quantity of input target. 

Values Provide a Quantitative Measurement, of 
Input Target Sequences 

Figure IB shows amplification pJoU of li»-dVrT«s*- 
ent PGR amplifications overlaid. The amplica- 
tions wore performed on a 1:2 serial dlhttkiram*. 
human genomic 1WA. 'fhc amplified target vwu 
human p actln. The amplification plots Hhifl to 
the right (to higher threshold cycles) as the input 
target quantity is reduced. 'Jlw. is expected he. 
rcmxu rtm tttloriK with fewer starting enpuui of the 
largei molecule require greater amplification to 
degrade enough probe to attain the Threshold 
fluorescence. An arbitrary threshold of 10 stan- 
dard deviations above the base line was used to 
determine the C r values. Figure 1C represents the 
C T values plotted versus the sample dilution 
value, Each dilution was amplified in triplicate 
VCM amplifications and plotted as mean values 
with error bars representing one standard devia- 
tion. The C T values decrease linearly wjth increas- 
ing target quantity, Thu\VO r values can be used 
as a quantitative measurement of the input target 
number. Tt should be noted that the amplifica- 
tion plot for the 15*6* ng sample shown In Rgurc 
lfi does not reflect the same fluorescent rate of 
increase exhibited by most of the other samples. 
The 15.6-ng sample also achieves- endpoint pla- 
teau at a lower fluorescent value than would he 
expected based on the input DNA. This phenouN 
cnon has been observed, occasionally with other 
samples (daia not shown) and may be attribut- 
able to late cycle inhibition; this hypothesis is 
still under investigation. It is important to note 
that the flattened slope and early plateau do not 
impact significantly the calculated O, value as 
demonstrated by the fll on Ihe line shown in 
Figure 1 C, Ail triplicate amplifications resulted in 
very similar Or values— the standard deviation 
did not exceed 0.5 for any dilution. This experi- 
ment contains a > 1 00,000-fold range of Input tar- 
get molecules. Using C v values for quantitation 
permits a much larger assay range than directly 
using total fluorescent emission intensity for 
quantitation. The linear range ol iluorcsccnl in- 
tensity measurement of the. AIM Prism 7700 $e- 



merits over n very large rjmgo of relative starting 
target quantities. 

Sample Preparation Validation 

Several parameters influence the efuclenry of 
PC'.R amplification: magnesium and sail conceit 
nations, reaction conditions (i.e., time htk! tem- 
perature), PCH target size and composition, 
primer sequences, and sample purity. All of The 
.above (actors are common to a single PCR assay, 
except sample to sampie purity, in an effort to 
validate the method of sample preparation for 
the iaeior Viii assay, PCR amplication reproduc- 
ibility and oiliclcncy oi 10 replicate sample 
prej>a rations were examined. After genomic DNA 
was prepared from the 10 replicate samples, the 
DNA was quantified by ultraviolet spectroscopy, 
Amplifications were performed analyzing p-aciln 
gem: content in 100 and 25 ng of total genomic 
UNA. Each PCJR amplification was performed in 
triplicate. Comparison of C r values for each trip, 
licate sample show minimal variation based on 
standard deviation and coefficient of variance 
(Table I). Therefore, each ol the triplicate PCU 
amplifications was highly reproducible, demon- 
strating that real time PCR using this instrumen- 
tation introduces minimal variation Into the 
quantitative PGR analysis. Comparison of the 
mc:m Q values of t he 10 replicate sample prepa- 
rations also showed minimal variability, indicat- 
ing that each sample preparation yielded similar 
results for p-aclin gene quantity. The highest C.f 
difference between any of rhe samples was 0,S5 
and 0.73 for the 100 and 25 ng samples, rcsn«c : 
lively. Additionally, the amplification of each 
sample exhibited an equivalent rate of fluores- 
cent emission intensity change per amount of 
DNA targci analyzed as indicated by similar 
slopes derived from the sample dilutions (Fig. 2). 
Any sample containing an excess of a PCX-inhibi- 
tor would exhibit a greater measured (3-acUn. G r 
value for a given quantity of DNA. In addition, 
the inhibitor would be diluted along with the 
sample in the dilution analysis (Rg, 2), altering 
the expected C r value change. Each sample am- 
plification yielded a similar result in the analysis, 
demonstrating that this method of sample prepa- 
ration is highly reproducible with regard to 
sample purity. 

Quantitative Analvsis of a Plasmid After 
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Tablo 1 . Reproducibility of Saropta Preparation Method 



1 

2 
3 
A 
5 
6 
7 
8 
9 
10 

Moan 



100 ng 



Sample 

no. . Cr 



standard 
m^an deviation 



CV 



18.24 

18.23 

10.33 

18.33 

18.35 

1R.44 

18.3 

18.3 

18.42 

18.15 

18.23 

18.32 

18.4. 

18.38 

18.46 

18.54 

18.67 

19 

18.28 

18.36 

18.52 

18.45 

18.7 

18.73 

18.18 

18.34 

18.26 

18.42. 

18.57 

7 8.66 

0 10) 



1«.27 



18.74 



18.39 



18.55 
18.12 



0.0$ 
0.06 



18.34 0.07 



18.23 0.08 



10.42 0.04 



0.24 



0.12 



18.63 0.16 



18.29 0.1 



0.12 
0.17 



0.32 
.03? 
0.36 
0.46 
0.23 
1.26 
0.66 
0.83 

0.65 
0,90 



25 ng 



20.48 

20.55 

20,5 

20.61 

20.59 

P0.41 

20,54 

20,6 

20.49 

20.48 

20,44 

20.38 

20.68 

20.87 

20.63 

21.09 

21.04 

21.04 

20.67 

20.73 

20. as 
20.96 
20.84 
20.75 
20.46 
20.54 
20.48 
20.79 
20.78 
20.62 



standard 
mean deviation CV 



20*51 0.03 0.17 

0.1 1 0.54 

20.54 0.06 0,26 

20.43 0.05 0.26 

20.73 0.1 3 0.61 

21.06 0,03 0.15 

20.68 0.04 0.2 

20.86 0.12 0.57 

20.51 0.07 0.32 

20.73 0.1 0.46 

20.66 0.19 0,94 



(or containing a partial cUNA for human factor 
vni,"pi ; 8TM. A series of transections was sot 
up using a decreasing amount of the plasmid\40, 
A, 0.5, and 0.1 jxg). 1\vtmiy-u*ur hours poftl- 
tranafet-tinn, total DNA was purified from each 
flask of crib. p-Aclin gene quantity was chosen us 
a value for normali^atitm or genomic DNA con- 
centration from each sample. In this experiment, 
(i-actin gene content should remain constant 
relative to rota! genomic DNA. Figure 3 shows tljc 
result of the p-aetin DNA measurement (100 ng 
total DNA determined by ultraviolet spectros- 
copy) of each sample Kach sample was analyzed 
in triplicate and the mean p-actin values of 
the triplicates were plotted (error bars represent 

r***-i<i«»»n H«nn^iinni *l hlPtuw diffrrenrr 



berwyvm any iwo samplct moans was 0SJS Ten 
nanograms of total UNA of «acJ j sample were also 
examined for O-aclln. llic results again sJmwed 
that very similar amounts of genomic DNA were 
present; 'the. maximum mean p actio C: t value 
difference wa.s 1.0. As Figure 3 shows, the rate of 
p-aetln C r change between the 100 and 10-ng 
sample* was similar (filopc values r«ng« hwtwQon 
3.56 and - 3.45). This verifies again that 1 hit 
Aicthod of sample preparation yields sample"; of 
Identical PGR integrity {).<'-, "° sample cont.iin.ed 
an excessive amount of a PGR Inhibitor). Now- 
«vcr, these results Indicate that each sample con- 
tained slight differences in the actual amount of 
genomic DNA analysed. Determination of actual 
wunumie 1>NA concentration was accomplished 
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Figure 2 Sample preparation purity. 1 he repficato 
camples shown In Table 1 woro also amplified In 
tripicate Rising 25 iig of each DNA sample. The fig* 
uie shows die input DNA concentration (100 and 
25 ncj) vs. C, In ih* tirjurp, ihp 100 and 75 ng 
points for each sample are connected by a line. 



hy pi oiling the m cam (J-actin C, value obtained 
for each 100- llg samplv mm a p-actln stand art! 
i.nive (shown In Wh- T* 1C actual R««omlc 
ONA coneeiitr;iU<»> of each suniplc, «, was ob 
taliped by extrapolation to tliu X-axis. 

Figure 'I A shows the measured ({.tt. f mm- 
normalised) quanlHie-s uf /actor VJJ] plnsmid 
ONA (pF8 I'M) from each of the four transient cell 
transections, reaction contained 100 of 
lota! samples ONA (as determined by UV spectros- 
copy)- Y*xch sample was analyzed in triplicate 
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Figure 3 Analy»h uf lianstectcd ccJJ DNA quantity 
and purity, ihc DNA preparations of the four 293 
cell transactions (40, A * °- 5 ' and a1 ^9 of P F8TM ) 
were analysed for the P-actln gene* 100 and 10 ng 
(determined by ultraviolet spectroscopy) of each 
sample were amplified in triplicate. For each 
amount of pF8TM thai was transfected, the fi-aciln 
C 7 values are plotted versus the total input DNA 
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TC.U snnplih'catUms. As shown, piOTM purified 
>fuuic Jhc 20'A cells decreases (mean C, values in- 
cruitrfft; with decreasing amounts of pla*mid 
ilruitsfrUceL The mean C 4 values obtained for 
pWTM m Tlgurc 4A wore plotted on a standard 
curve comprised uf svilally diluted pFHTM, 
shown, in figure 4R. The quantity uJ pl-'KTM, b, 
found in each of the four tronfifectloiiK was de- 
tcrmined by extrapolation to the jr axil; of the 
standard curve In Figure 4IU 'Hum. uncorrected 
values, h, for pHfl'M were nor mailed 10 del er- 
mine Uie actual amount of pl'8TM found per 100 
tik °f genomic ONA by using the equation:. 

/> X 10 0 ng actual pI'S'lTvl copies i>er 
~li r 100 ng of genomic DNA 

where a - actual genomic DNA in u sample and 
b «- pFHTM copica from the standard curve. 'Hie 
normaJir.cd quantity of pl'BTM per 100 ng of ge- 
nomic ONA for each of the four transfccilons is 
snown lii Figure 'ilicse roulh show mat ihc 
quantity of factor vill plasxuid associated wiib 
thO 293 cells, 24 Iir after inuisfedioti, di:i.ie.i*cs 
with UcvrcuslUK pJw>intd ujuewn nation used in 
the transection. The: quantity of pl'ti'J'M associ- 
ated wiiti Z93 celb, after trunsfealon with 40 ixg 
of ptasmid, was 35 pg per 100 ng genomic UNA. 
Tills rcsuirs in -520 plasmld copies per cell. 



DISCUSSION 

Wo have described a new method for quantitnt- 
in£ gene copy numbers using ttaMlmc analysis 
of PCK ampllficatlonx. Real-time PCK is enmpat- 
ible with cJthur of the two FCK (KT-PCR) ap- 
jjroaehe*: (1) quantitative competitive where an 
inteiiial competitor for each target sequence is 
used for norrnaHxatJon (data not shown) or (2) 
quantitative comparative PCK using h iKJiiiialiM- 
■tiou gene contained within the sample (i.e., p-ac- 
tih) ox a "housekeeping" gene for KT-FCK, Ff 
equal amounts of nucleic odd are analyzed fur 
cacti sample and if the amphficaliun efficiency 
before quiimltatlve analysb i> identical for each 
sample, the tTirenuil cujituii (nojmali^itiou i;ene 
or competinjr) should give equal M^ndls for alJ 
samples. 

The real-time PCU method offers several ad- 
vantages over the other two methods currently 
employed (see the introduction). Tirst, the real- 
time FCR method Is perfonned in a doscd-lubc 
system and requires no post-PCR manipulation 
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Fig.,™ 4 Quantitative flnalyna of pFSTM in transfccted cell*. (y4) Amount of 
plasmid DNA used for (he trunsf*<Uon plotted against the. iiwum C, value deter- 
mirwJ for p/*8TM remaining hr after transection. <0,C) Standard curves of 
pf-RTM 3 nd P-actlrt, respectively. p r 8TM DNA <fl> and genomic DNA (Q were 
diluted *Artolty 1 ;5 before Amplification with the appropriate primers. The p-actin 
standard curve way used to normalise the results of A to 1 00 rig of genomic DNA. 
(0) The amount of pVSTM present p*:r 1 00 ng of genomic DNA. 



of sample. Therefore, Iht* juttentud for TCU con* 
(nmlncitioii in the laboratory is reduced because 
amplified product* cam h<> jnj»lyy.ed and disposed 
of without opening the ruaetion tubes. Second, 
this method suppoxla the um: wf a i ion iuiIixh Don 
gene (i.e., P-aciin) {or quantitative. f>CR or housc- 
kecphig genes for ouantitative RT-1'CK controls. 
Analysis is performed hi real time during the Jog 
phase of product accumulation. Analysis during 
Kir phase permits many different genes (aver a 
wide input target range) to be analyzed slinuluv 
m^usly, without concern of reaching reaction 
plateau at different cycles This will make ijiulll- 
£cn<* analysis a&says much ca.Mei lu develop, be- 
cause individual internal unripeiUui* will not l>c 
needed for each gene under anaJyafn. Third, 
sample throughput will h«.ica,\e diuumUcaiiy 
with the new method because there ia no jx>M- 
rCK processing time. Additionally, walking in a 
n <Vwell formal h highly compatible, wtth auto- 
iiiation technology. 

The real-time PGR method is highly repro. 
ducible. Replicate, amplifications can be analysed 



for c*nch sample minimising jKJtemttti error. The. 
sysnrm allows for a very large assay dynamic 
runge (approaching 1 ,000,000- fohl starting lai- 
gel). Uertng u .standard curve for the target oi in- 
terest, relative copy number values can be deter- 
mined for any unknown rumple, fluorescent 
threshold value*, C rj couelair. lif ic<irly with rela- 
tive DNA copy number.*. Keal time quantitative 
KT-PCH methodology (Gibson et ah, this l.<uuct) 
hw alio been developed, finally, real time quan- 
titative I*CU methodology can be used tu develop 
high-throughput screening Mzays for » variety of 
applications [quantitative gene c*f'jea»ion (KT- 
PCft), gene copy n.irmys (Mcr2 r HIV, cic), jgeno 
typlng (knockout mouse analysis), and Immumi- 

renj. • 

Real-time VCAi may al.w be jTerforrricd using 
intercalating dyes (Higuchi ci u\. WXA) such as 
ciJUditim bromide. The fluorogenic probe, 
method offers a ma (or advantage over inter- 
calating dyes- greater specificity (i.e., primer 
dirners and nonspedflc PCR products are. not d«t-. 
t^ted). 
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METHODS 

Generation of a Plasmid Containing a Partial 
cDNA for Human Factor VIII 

Total RNA w«o httrvcMcd (ttNAwl tt from 'I'd Tc»t, inc., 
rTjcndawood, TX) froxu w\\> ii-twfccted with a fnetur VI 11 
rxjmasihJti vector, pCfSZ.<k4&» (Kaioii ui u\. 1V8G; Cor. 
mon ci ol. 190O). A factor VIII partial cl )N A Mvpiwuv WAS 
^-iicrnicd by HT K:lt < 'l< IcneAmp KZ iTlh RNA 1>T.U Kll 
(pan NWifwnys, rt Apphed Hiosyitcms l ! o«vi CMy, i'J\)\ 
usliif, I he l*c:u primer* IVfar mul Pftrev (primi-r wquniCrt 
are shown below), 'llii- ampllcou was reamplinVd lidnfi 
modified I'flfor and Wrcv primers (appriulrtl with HuwlU 
and /fwdllJ restriction sire sequences hi *Jiv V mu\} aod 
Clonal into jXiKM- 3Z (Promt^u Gorp., Mudwon, Wl>. The 
resulting clonr, pPSTM, was uwtl lor trannvnt transfeolon 
of cells. 



Amplification of Target DNA ami Detection of 
Amplicpn Factor VIII Masrnid DNA 

(pKSTM) was amplified with die 1-tlfor S'-CAX:- 

cruic;(^\ACiAu:i , UA(:i!iCiTC.»v and i : »rcv .v-aaa<:gt- 

iUC5CXnXKiA"JXi(iTAOa-ft'.Hi« rcuciluji -produced tt 47.2- 
np i'i:K product. The forwurd primer wa> denned lu uv 
oynlxe n uulipfv M'ijui*Hir fimnd In the 5 r untranslated 
region of the patent pGl52,tkZ5J> pldMiml ntttl therefore 
does not jvuihijUu and amplify I he human factor VIII 
gene, I'rimnrfi woro chose-u with tho jmivWiirt* of live* com. 
putcr program Otis* 1 ^Ml (Nuliimul Hiuscicnees, Inv** IHy. 
mouth, MN). The human p-actln gem* was amplified with 
lUc primcra p-m-tin f«#rwi>f J primer .V-TCAOCOAC.lA<rr(!T 
GCCCATO AGGA-3* and p-actin xcwrse piimcr V.CAG. 

C0CAACCX:crr(:Ai*l(;c:(^A'j'GG.3'. The reaction pro- 
duces: a 2y.5-hp k:k product. 

* Amplification' reactions (SO pj) contained a UNA 
sample, 10 X PCtt Buffer II (6 200 p.M ilAIT, dCTl*, 
eiG'iT, and 400 pu riliTP, 4 mM MgCI 7 , 1.7J1 Wnluc Ampll 
7Vi<; r;NA poiymciasc, u.5 unit AmpKrnsc uracil W-«iy- 
MMyUsv <UNG), 60 prnok* of ench foetoi Vlll jirlitwi, tind 15 
piinilf <tf uuch |l actio pilmw. 'ilitt icactlwm u\m> iMinltstncd 
OIK Of the following dtMvctlnn proles (HMi nM riirli): 

i^jin»ii<- .^'{KAi^oAc^rjYrj'ficuocrrcicrnc-rmirtrr. 

GCCTT(TAMRA)p 3' «iuf {1-at.iui proU- 5 f (TAM)ATGCM:c;- 

■XCrAMKA)CCCCCATCi:CATCp-.T P indlcalos 

pli<viphnry!/Hj<tti nnd X indlrotc5 a linker arm nucleotide. 
Reaction luK** wrn« Mit:n»An\p Optical TuIks (pari AUflrt- 
lx-r NK01 00.1.1, l*crldn Ulmcr) that worv froeiwl (id iVrfctn 
F.lrucr) to pi\wnl ligfd from /cflcctin^. M\»bc caps were 
si mi Im* to Mit*n>AiVip c^njvi l>ut specially dtMifincd lo pre- 
vent light xvcdlvrn ig.-AII <d Hi<* Vi'M aniMuintilvtv* wcry su>v* 
I'liud 1>y PK Applied !Uo5y*t<-no (Moatvr CMy, CA) except 
ihr factor VIU prhuera, wh Iclt writ* jtynthrsl/xd ut Gcnvn 
lech, luc. (St»v»0i r»<*n Fmndsoo, CA). Ptohev wit*- dosJ^iivd 
ushig tlic Oli^f.» 4.0 .wfiwarc, fotk»wtnK gulclpllncs 

£CMe<i in mc Model 7700 .sequence 1 'cursor limiuim-nl 
tnaiiual. Hrlcfly,- probe T m ^maUt h<* ftl Jcaat 5 U C hlft^rr 
than fhr anni'ullu^ ttfiu|A*Miiife twed during thermal cy- 
cling; primers slu)\ili! not foiin *i«thk* dtiplexw* wilh (In* 
prone. 

The UicTiufl) » yrlliig cuudiUoiu InrlutWJ 2 Jiiln »t 
WC and 10 min at 95"C. 'Hirjinal t^eliilg prorrrtlrd with 



reactions wore performed in th<» Model 7700 Sequence IV- 
t«ior (1»U Applied Ulusyyuuiiw), wildrh coiUaliiv -4 Gen*. 
Amp »*OU SyBl«m P<»00. HoaUlon wudition^ w<Tf jmi* 
RraittittuU u» .1 I'wwvr Macinti»-li 7100 (Apple CV.imptdPr, 
Santa Clara, C^V) linked directly to the Model V700 
cjucnw IXdocior* An^lyvU «r daU w*« atw p<*rf^rm*-<t on 
x\w Mmtntmh computer. C:ollortlon and «iia)yKlc tnftwyco 
wi« dcvclo|wl hi 10-: Applied BlcKy*iums. 



Traiufection of Cells with Factor Vlll Construct 

Pour T175 nasks of 293 cells {AXCX: <:R1. 157H). a tiumnn 
fetal Iddiiey nwipetifcion cell line, wvrc gmwii to 80% con- 
Itucney an^1 tran«fctled plWM. Cell* were rtowii in thy 
following medlm S0% HAM'S VV1 without GMT, 50% loui 
(lucoic lVdlK'txs^ inodtflcd Ka^Ic mcUiuni (UMKM) with' 
enn glycine wiUi sodium bicarbonate, 10% Uwtnc 
scrum, 2 iiim L-gluUiriint, dnd 1% penicillin-streptomy- 
cin. The media wa» changed 30 min hc^w tlic iransfee 
lion, pl : U'l'M DNA amounts of 40, 4, 0\ .ind 0.1 |*r were 
iiditcd tt> ^.S ml of A spiutknt containing 0,125 m CmO,; 
And 1 x IH'J'US. l*he four roixhirv* were left at rt>om tem- 
pcnn«rv <t»t TO min ai>d ihcti iiddi-*! rlnipwliw- lo die cells. 
Thv n«>k> wvit-WiuulMtcd at 37°C"and 5«* GO. f(ir 24 hr, 
washed with PUS* i»id MAuApcndcd In PUS. 'I'he m'kiim 
jAvuK^I cella were divided intv (ditpjots uod UNA wAd cv- 
tnuttvd luifiiccllutcly uunj; IheQIAynip KUkkI Kit (QUp;en. 
amutm»rth, CA), l>NA won dutcd Into 200 p.1 ol 30 i^u 
TrU-IICl at pll 8.(K 
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Contributed by David Botstein and Arnold J. Levine, October 21, 1998 

ABSTRACT Wnt family members are critical to many 
developmental processes, and components of the Wnt signal- 
ing pathway have been linked to tumorigenesis in familial and 
sporadic colon carcinomas. Here we report the identification 
of two genes, WISP-1 and WISP-2, that are up-regulated in the 
mouse mammary epithelial cell line C57MG transformed by 
Wnt-1, but not by Wnt-4. Together with a third related gene, 
WISP-3> these proteins define a subfamily of the connective 
tissue growth factor family. Two distinct systems demon- 
strated WISP induction to be associated with the expression of 
Wnt-1. These included (i) C57MG cells infected with a Wnt-1 
retroviral vector or expressing Wnt-1 under the control of a 
tetracyline repress ible promoter, and (if) Wnt-1 transgenic 
mice. The WISP-1 gene was localized to human chromosome 
8q24.1-8q24J. WISP-1 genomic DNA was amplified in colon 
cancer cell lines and in human colon tumors and its RNA 
overexpressed (2- to > 30-fold) in 84% of the tumors examined 
compared with patient-matched normal mucosa. WISP-3 
mapped to chromosome 6q22-6q23 and also was overex- 
pressed (4- to > 40-fold) in 63% of the colon tumors analyzed. 
In contrast, WISP-2 mapped to human chromosome 20ql2- 
20ql3 and its DNA was amplified, but RNA expression was 
reduced (2- to > 30-fold) in 79% of the tumors. These results 
suggest that the WISP genes may be downstream of Wnt-1 
signaling and that aberrant levels of WISP expression in colon 
cancer may play a role in colon tumorigenesis. 



Wnt-1 is a member of an expanding family of cysteine-rich, 
glycosylated signaling proteins that mediate diverse develop- 
mental processes such as the control of cell proliferation, 
adhesion, cell polarity, and the establishment of cell fates (1, 
2). Wnt-1 originally was identified as an oncogene activated by 
the insertion of mouse mammary tumor virus in virus-induced 
mammary adenocarcinomas (3, 4). Although Wnt-1 is not 
expressed in the normal mammary gland, expression of Wnt-1 
in transgenic mice causes mammary tumors (5). 

In mammalian cells, Wnt family members initiate signaling 
by binding to the seven-transmembrane spanning Frizzled 
receptors and recruiting the cytoplasmic, protein Dishevelled 
(Dsh) to the cell membrane (1, 2, 6). Dsh then inhibits the 
kinase activity of the normally constitutively active glycogen 
synthase kinase-3j3 (GSK-30) resulting in an increase in 
/3-catenin levels. Stabilized j3-catenin interacts with the tran- 
scription factor TCF/Lefl, forming a complex that appears in 
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the nucleus and binds TCF/Lefl target DNA elements to 
activate transcription (7, 8). Other experiments suggest that 
the adenomatous polyposis coli (A PC) tumor suppressor gene 
also plays an important role in Wnt signaling by regulating 
j3-catenin levels (9). A PC is phosphorylated by GSK-3/3, binds 
to j3-catenin, and facilitates its degradation. Mutations in 
either APC or /3-catenin have been associated with colon 
carcinomas and melanomas, suggesting these mutations con- 
tribute to the development of these types of cancer, implicating 
the Wnt pathway in tumorigenesis (1). 

Although much has been learned about the Wnt signaling 
pathway over the past several years, only a few of the tran- 
scriptionally activated downstream components activated by 
Wnt have been characterized. Those that have been described 
cannot account for all of the diverse functions attributed to 
Wnt signaling. Among the candidate Wnt target genes are 
those encoding the nodal-related 3 gene, Xnr3, a member of 
the transforming growth factor (TGF)-/3 superfamily, and the 
homeobox genes, engrailed, goosecoid, twin (Xtwn), and siamois 
(2). A recent report also identifies c-myc as a target gene of the 
Wnt signaling pathway (10). 

To identify additional downstream genes in the Wnt signal- 
ing pathway that are relevant to the transformed cell pheno- 
type, we used a PCR-based cDNA subtraction strategy, sup- 
pression subtractive hybridization (SSH) (11), using RNA 
isolated from C57MG mouse mammary epithelial cells and 
C57MG cells stably transformed by a Wnt-1 retrovirus. Over- 
expression of Wnt-1 in this cell line is sufficient to induce a 
partially transformed phenotype, characterized by elongated 
and refractile cells that lose contact inhibition and form a 
multilayered array (12, 13). We reasoned that genes differen- 
tially expressed between these two cell lines might contribute 
to the transformed phenotype. 

In this paper, we describe the cloning and characterization 
of two genes up-regulated in Wnt-1 transformed cells, WISP-1 
and WISP-2, and a third related gene, WISP-3. The WISP genes 
are members of the CCN family of growth factors, which 
includes connective tissue growth factor (CTGF), Cyr61, and 
nov, a family not previously linked to Wnt signaling. 

MATERIALS AND METHODS 

SSH. SSH was performed by using the PCR-Select cDNA 
. Subtraction Kit (CLONTECH). Tester double-stranded 

Abbreviations: TGF, transforming growth factor; CTGF, connective 
tissue growth factor, SSH, suppression subtractive hybridization; 
VWC, von Willebrand factor type C module. 
Data deposition: The sequences reported in this paper have been 
deposited in the Genbank database (accession nos, AF100777, 
AF100778, AF100779, AF100780, and AF100781). 
tTo whom reprint requests should be addressed, e-mail: diane@gene. 
com. 
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cDNA was synthesized from 2 jxg of poty(A)* RNA isolated 
from the C57MG/Wnt-1 cell line and driver cDNA from 2 /xg 
of poly(A) + RNA from the parent C57MG cells. The sub- 
tracted cDNA library was subcloned into a pGEM-T vector for 
further analysis. 

cDNA Library Screening. Clones encoding full-length 
mouse WISP-1 were isolated by screening a AgtlO mouse 
embryo cDNA library (CLONTECH) with a 70-bp probe from 
the original partial clone 568 sequence corresponding to amino 
acids 128-169. Clones encoding full-length human WISP-1 
were isolated by screening AgtlO lung and fetal kidney cDNA 
libraries with the same probe at low stringency. Clones en- 
: coding full-length mouse and human WISP-2 were isolated by 
screening a C57MG/Wnt-1 or human fetal lung cDNA library 
with a probe corresponding to nucleotides 1463-1512. Full- 
length cDNAs encoding WISP-3 were cloned from human 
bone marrow and fetal kidney libraries. 

Expression of Human WISP RNA. PCR amplification of 
first-strand cDNA was performed with human Multiple Tissue 
cDNA panels (CLONTECH) and 300 ji.M of each dNTP at 
94°C for 1 sec, 62°C for 30 sec, 72°C for 1 min, for 22-32 cycles. 
WISP and glyceraldehyde-3-phosphate dehydrogenase primer 
sequences are available on request. 

In Situ Hybridization. 33 P-labeled sense and antisense ribb- 
probes were transcribed from an 897-bp PCR product corre- 
sponding to nucleotides 601-1440 of mouse WISP-1 or a 
294-bp PCR product corresponding to nucleotides 82-375 of 
mouse WISP-2. All tissues were processed as described (40). 

Radiation Hybrid Mapping. Genomic DNA from each 
hybrid in the Stanford G3 and Genebridge4 Radiation Hybrid 
Panels (Research Genetics, Huntsville, AL) and human and 
hamster control DNAs were PCR-amplified, and the results 
were submitted to the Stanford or Massachusetts Institute of 
Technology web servers. 

Cell Lines, Tumors, and Mucosa Specimens. Tissue speci- 
mens were obtained from the Department of Pathology (Uni- 
versity of Pittsburgh) for patients undergoing colon resection 
and from the University of Leeds, United Kingdom. Genomic 
DNA was isolated (Qiagen) from the pooled blood of 10 
normal human donors, surgical specimens, and the following 
ATCC human cell lines: SW480, COLO 320DM, HT-29, 
WiDr, and SW403 (colon adenocarcinomas), SW620 (lymph 
node metastasis, colon adenocarcinoma), HCT 116 (colon 
carcinoma), SK-CO-1 (colon adenocarcinoma, ascites), and 
HM7 (a variant of ATCC colon adenocarcinoma cell line LS 
174T). DNA concentration was determined by using Hoechst 
dye 33258 intercalation f luorimetry. Total RNA was prepared 
by homogenization in 7 M GuSCN followed by centrifugation 
over CsCl cushions or prepared by using RNAzol. 

Gene Amplification and RNA Expression Analysis. Relative 
gene amplification and RNA expression of WISPs and c-myc in 
the cell lines, colorectal tumors, and normal mucosa were 
determined by quantitative PCR. Gene-specific primers and 
fluorogenic probes (sequences available on request) were 
designed and used to amplify and quantitate the genes. The 
relative gene copy number was derived by using the formula 
2<Act> w here ACt represents the difference in amplification 
cycles required to detect the WISP genes in peripheral blood 
lymphocyte DNA compared with colon tumor DNA or colon 
tumor RNA compared with normal mucosal RNA. The 
3-method was used for calculation of the SE of the gene copy 
number or RNA expression level. The W/S/'-specific signal was 
normalized to that of the glyceraldehyde-3-phosphate dehy- 
drogenase housekeeping gene. All TaqMan assay reagents 
were obtained from Perkin-Elmer Applied Biosystems. 

RESULTS 

Isolation of WISP-1 and WISP-2 by SSH. To identify Wnt- 
1-inducible genes, we used the technique of SSH using the 
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mouse mammary epithelial cell line C57MG and C57MG cells 
that stably express WnM (11). Candidate differentially ex- 
pressed cDNAs (1,384 total) were sequenced. Thirty-nine 
percent of the sequences matched known genes or homo- 
logues, 32% matched expressed sequence tags, and 29% had 
no match. To confirm that the transcript was differentially 
expressed, semiquantitative reverse transcription-PCR and 
Northern analysis were performed by using mRNA from the 
C57MG and C57MG/Wnt-1 cells. 

Two of the cDNAs, WISP-1 and WISP-2, were differentially 
expressed, being induced in the C57MG/Wnt-1 cell line, but 
not in the parent C57MG cells or C57MG cells overexpressing 
Wnt-4 (Fig. I A andB). Wnt-4, unlike Wnt-1, does not induce 
the morphological transformation of C57MG cells and has no 
effect on 0-catenin levels (13, 14). Expression of WISP-1 was 
up-regulated approximately 3-fold in the C57MG/Wnt-1 cell 
line and WISP-2 by approximately 5-fold by both Northern 
analysis and reverse transcription-PCR. 

An independent, but similar, system was used to examine 
WISP expression after Wnt-1 induction. C57MG cells express- 
ing the Wnt-1 gene under the control of a tetracycline- 
repressible promoter produce low amounts of Wnt-1 in the 
repressed state but show a strong induction of Wnt-1 mRNA 
and protein within 24 hr after tetracycline removal (8). The 
levels of Wnt-1 and WISP RNA isolated from these cells at 
various times after tetracycline removal were assessed by 
quantitative PCR. Strong induction of Wnt-1 mRNA was seen 
as early as 10 hr after tetracycline removal. Induction of WISP 
mRNA (2- to 6-fold) was seen at 48 and 72 hr (data not shown). 
These data support our previous observations that show that 
WISP induction is correlated with Wnt-1 expression. Because 
the induction is slow, occurring after approximately 48 hr, the 
induction of WISPs may be an indirect response to Wnt-1 
signaling. 

cDNA clones of human WISP-1 were isolated and the 
sequence compared with mouse WISP-L The cDNA sequences 
of mouse and human WISP-1 were 1,766 and 2,830 bp in length, 
respectively, and encode proteins of 367 aa, with predicted 
relative molecular masses of «=40,000 (Af r 40 K). Both have 
hydrophobic N-terminal signal sequences, 38 conserved cys- 
teine residues, and four potential N-linked glycosylation sites 
and are 84% identical (Fig. 24). 

Full-length cDNA clones of mouse and human WISP-2 were 
1,734 and 1,293 bp in length, respectively, and encode proteins 
of 251 and 250 aa, respectively, with predicted relative molec- 
ular masses of ~27,000 (Af r 27 K) (Fig. 25). Mouse and human 
WISP-2 are 73% identical. Human WISP-2 has no potential 
N-linked glycosylation sites, and mouse WISP-2 has one at 



CS7MQ 


Patent 


Wnt-1 WnM 


A. 




8. 









Fig. 1. WISP-1 and WISP-2 are induced by Wnt-1, but not Wnt-4, 
expression in C57MG cells. Northern analysis of WISP- 1 {A) and 
WISP-2 (B) expression in C57MG, C57MG/Wnt-1, and C57MG/ 
Wnt-4 cells. Po!y(A) + RNA (2 /ig) was subjected to Northern blot 
analysis and hybridized with a 70-bp mouse WISP-1 -specific probe 
(amino acids 278-300) or a 190-bp WISP-2-spccific probe (nucleotides 
1438-1627) in the 3' untranslated region. Blots were re hybridized with 
human /3-actin probe. 
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Fig. 2. Encoded amino acid sequence alignment of mouse and 
human WISP-1 (A) and mouse and human W1SP-2 (B). The potential 
signal sequence, insulin-like growth factor-binding protein (IGF-BP), 
VWC, thrombospondin (TSP), and C-terminal (CT) domains are 
underlined. 

position 197. WISP-2 has 28 cysteine residues that are con- 
served among the 38 cysteines found in WISP-1. 

Identification of WISP-3. To search for related proteins, we 
screened expressed sequence tag (EST) databases with the 
WISP-1 protein sequence and identified several ESTs as 
potentially related sequences. We identified a homologous 
protein that we have called WISP-3. A full-length human 
WISPS cDNA of 1,371 bp was isolated corresponding to those 
ESTs that encode a 354-aa protein with a predicted molecular 
mass of 39,293. WISP-3 has two potential N-linked glycosyl- 
ation sites and 36 cysteine residues. An alignment of the three 
human WISP proteins shows that WISP-1 and WISP-3 are the 
most similar (42% identity), whereas WISP-2 has 37% identity 
with WISP-1 and 32% identity with WISP-3 (Fig. 3/1). 

WISPs Are Homologous to the CTGF Family of Proteins. 
Human WISP-1, WISP-2, and WISP-3 are novel sequences; 
however, mouse WISP- 1 is the same as the recently identified 
Elml gene. Elml is expressed in low, but not high, metastatic 
mouse melanoma cells, and suppresses the in vivo growth and 
metastatic potential of K-1735 mouse melanoma cells (15). 
Human and mouse WISP-2 are homologous to the recently 
described rat gene, rCop-1 (16). Significant homology (36- 
44%) was seen to the CCN family of growth factors. This family 
includes three members, CTGF, Cyr61, and the protoonco- 
gene now CTGF is a chemotactic and mitogen ic factor for 
fibroblasts that is implicated in wound healing and fibrotic 
disorders and is induced by TGF-/3 (17). Cyr61 is an extracel- 
lular matrix signaling molecule that promotes cell adhesion, 
proliferation, migration, angiogenesis, and tumor growth (18, 
19). nov (nephroblastoma overexpressed) is an immediate 
early gene associated with quiescence and found altered in 
Wilms tumors (20). The proteins of the CCN family share 
functional, but not sequence, similarity to Wnt-1. All are 
secreted, cysteine-rich heparin binding glycoproteins that as- 
sociate with the cell surface and extracellular matrix. 

WISP proteins exhibit the modular architecture of the CCN 
family, characterized by four conserved cysteine-rich domains 
(Fig. 3B) (21). The N-terminal domain, which includes the first 
12 cysteine residues, contains a consensus sequence (GCGC- 
CXXC) conserved in most insulin-like growth factor (IGF)- 
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Fig. 3. (A) Encoded amino acid sequence alignment of human 
WISPs. The cysteine residues of WISP-1 and WISP-2 that are not 
present in WISP-3 are indicated with a dot. (B) Schematic represen- 
tation of the WISP proteins showing the domain structure and cysteine 
residues (vertical lines). The four cysteine residues in the VWC domain 
that are absent in WISP-3 are indicated with a dot. (C) Expression of 
WISP mRNA in human tissues. PCR was performed on human 
multiple-tissue cDNA panels (CLONTECH) from the indicated adult 
and fetal tissues. 

binding proteins (BP). This sequence is conserved in WISP-2 
and WISP-3, whereas WISP-1 has a glutamine in the third 
position instead of a glycine. CTGF recently has been shown 
to specifically bind IGF (22) and a truncated nov protein 
lacking the IGF-BP domain is oncogenic (23). The von Wil- 
lebrand factor type C module (VWC), also found in certain 
collagens and mucins, covers the next 10 cysteine residues, and 
is thought to participate in protein complex formation and 
oligomerization (24). The VWC domain of WISP-3 differs 
from all CCN family members described previously, in that it 
contains only six of the 10 cysteine residues (Fig. 3 A and B). 
A short variable region follows the VWC domain. The third 
module, the thrombospondin (TSP) domain is involved in 
binding to sulfated glycoconjugates and contains six cysteine 
residues and a conserved WSxCSxxCG motif first identified in 
thrombospondin (25).. The C-terminal (CT) module contain- 
ing the remaining 10 cysteines is thought to be involved in 
dimerization and receptor binding (26). The CT domain is 
present in all CCN family members described to date but is 
absent in WISP-2 (Fig. 3 A and B). The existence of a putative 
signal sequence and the absence of a transmembrane domain 
suggest that WISPs are secreted proteins, an observation 
supported by an analysis of their expression and secretion from 
mammalian cell and baculovirus cultures (data not shown). 

Expression of WISP mRNA in Human Tissues. Tissue- 
specific expression of human WISPs was characterized by PCR 
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analysis on adult and fetal multiple tissue cDNA panels. 
WISP- 1 expression was seen in the adult heart, kidney, lung, 
pancreas, placenta, ovary, small intestine, and spleen (Fig. 3C). 
Little or no expression was detected in the brain, liver, skeletal 
muscle, colon, peripheral blood leukocytes, prostate, testis, or 
thymus. WISP-2 had a more restricted tissue expression and 
was detected in adult skeletal muscle, colon, ovary, and fetal 
lung. Predominant expression of WISPS was seen in adult 
kidney and testis and fetal kidney. Lower levels of WISPS 
expression were detected in placenta, ovary, prostate, and 
small intestine. 

In Situ Localization of WISP-1 and WISP-2. Expression of 
WISP-1 and WISP-2 was assessed by in situ hybridization in 
mammary tumors from Wnt-1 transgenic mice. Strong expres- 
sion of WISP-1 was observed in stromal fibroblasts lying within 
the fibrovascular tumor stroma (Fig. 4 A-D). However, low- 
level WISP-1 expression also was observed focally within tumor 
cells (data not shown). No expression was observed in normal 
breast. Like WISP-1, WISP-2 expression also was seen in the 
tumor stroma in breast tumors from Wnt-1 transgenic animals 
(Fig. 4 E-H). However, WISP-2 expression in the stroma was 
in spindle-shaped cells adjacent to capillary vessels, whereas 




Fig. 4. (A,C, E, and G) Representative hematoxylin/eosin-stained 
images from breast tumors in Wnt-1 transgenic mice. The correspond- 
ing dark- field images showing WISP-I expression are shown in B and 
D. The tumor is a moderately well-differentiated adenocarcinoma 
showing evidence of adenoid cystic change. At low power {A and B) t 
expression of WISP-I is seen in the delicate branching fibrovascular 
tumor stroma (arrowhead). At higher magnification, expression is seen 
in the stromal(s) fibroblasts (C and D), and tumor cells are negative. 
Focal expression of WISP-I, however, was observed in tumor cells in 
some areas. Images of WISP-2 expression are shown in E-H. At low 
power (E and F),.expression of WISP-2 is seen in cells lying within the 
fibrovascular tumor stroma. At higher magnification, these ceils 
appeared to be adjacent to capillary vessels whereas tumor ceils are 
negative (G and H). 



the predominant cell type expressing WISP-1 was the stromal 
fibroblasts. 

Chromosome Localization of the WISP Genes. The chro- 
mosomal location of the human WISP genes was determined 
by radiation hybrid mapping panels. WISP-1 is approximately 
3.48 cR from the meiotic marker AFM259xc5 [logarithm of 
odds (lod) score 16.31] on chromosome 8q24.1 to 8q24.3, in the 
same region as the human locus of the novH family member 
(27) and roughly 4 Mbs distal to c-myc (28).. Preliminary fine 
mapping indicates that WISP-1 is located near D8S1712 STS. 
WISP-2 is linked to the marker SHGC-33922 (lod = 1,000) on 
chromosome 20ql2-20ql3.1. Human WISP-3 mapped to chro- 
mosome 6q22-6q23 and is linked to the marker AFM211ze5 
(lod = 1,000). WISPS is approximately 18 Mbs proximal to 
CTGF and 23 Mbs proximal to the human cellular oncogene 
MYB (27, 29). 

Amplification and Aberrant Expression of WISPs in Human 
Colon Tumors. Amplification of protooncogenes is seen in 
many human tumors and has etiological and prognostic sig- 
nificance. For example, in a variety of tumor types, c-myc 
amplification has been associated with malignant progression 
and poor prognosis (30). Because WISP-1 resides in the same 
general chromosomal location (8q24) as c-myc , we asked 
whether it was a target of gene amplification, and, if so, 
whether this amplification was independent of the c-myc locus. 
Genomic DNA from human colon cancer cell lines was 
assessed by quantitative PCR and Southern blot analysis. (Fig, 
5 A and B). Both methods detected similar degrees of WISP-1 
amplification. Most cell lines showed significant (2- to 4-fold) 
amplification, with the HT-29 and WiDr cell lines demonstrat- 
ing an 8-fold increase. Significantly, the pattern of amplifica- 
tion observed did not correlate with that observed for c-myc, 
indicating that the c-myc gene is not part of the amplicon that 
involves the WISP-1 locus. 

We next examined whether the WISP genes were amplified 
in a panel of 25 primary human colon adenocarcinomas. The 
relative WISP gene copy number in each colon tumor DNA 
was compared with pooled normal DNA from 10 donors by 
quantitative PCR (Fig. 6). The copy number of WISP-1 and 
WISP-2 was significantly greater than one, approximately 
2-fold for WISP-1 in about 60% of the tumors and 2- to 4-fold 
for WISP-2 in 92% of the tumors (P < 0.001 for each). The 
copy number for WISPS was indistinguishable from one (P = 
0.166). In addition, the copy number of WISP-2 was signifi- 
cantly higher than that of WISP-1 (P < 0.001). 

The levels of WISP transcripts in RNA isolated from 19. 
adenocarcinomas and their matched normal mucosa were 
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Fig. 5. Amplification of WISP-1 genomic DNA in colon cancer cell 
lines. (A) Amplification in cell line DNA was determined by quanti- 
tative PCR. (B) Southern blots containing genomic DNA (10 /ig) 
digested with EcoRl (WISP-1) or Xba\ (c-myc) were hybridized with 
a 100-bp human WISP-1 probe (amino acids 186-219) or a human 
c-myc probe (located at bp 1901-2000). The WISP and myc genes are 
detected in normal human genomic DNA after a longer film exposure. 
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Fig. 6. Genomic amplification of genes in human colon 

tumors. The relative gene copy number of the WISP genes in 25 
adenocarcinomas was assayed by quantitative PCR, by comparing 
DNA from primary human tumors with pooled DNA from 10 healthy 
donors. The data are means ± SEM from one experiment done in 
triplicate. The experiment was repeated at least three times. 

assessed by quantitative PCR (Fig. 7). The level of WISP-1 
RNA present in tumor tissue varied but was significantly 
increased (2- to >25-fold) in 84% (16/19) of the human colon 
tumors examined compared with normal adjacent mucosa. 
Four of 19 tumors showed greater than 10-fold overexpression. 
In contrast, in 79% (15/19) of the tumors examined, WISP-2 
RNA expression was significantly lower in the tumor than the 
mucosa. Similar to WISP-1, WISPS RNA was overexpressed in 
63% (12/19) of the colon tumors compared with the normal 
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Fig. 7. RNA expression in primary human colon tumors 

relative to expression in normal mucosa from the same patient 
Expression of WISP mRNA in 19 adenocarcinomas was assayed by 
quantitative PCR. The Dukes stage of the tumor is listed under the 
sample number. The data are means ± SEM from one experiment 
done in triplicate. The experiment was repeated at least twice. 



mucosa. The amount of overexpression of WISP-3 ranged from 
4- to >40-fold. 



DISCUSSION 

One approach to understanding the molecular basis of cancer 
is to identify differences in gene expression between cancer 
cells and normal cells. Strategies based on assumptions that 
steady-state mRNA levels will differ between normal and 
malignant cells have been used to clone differentially ex- 
pressed genes (31). We have used a PCR-based selection 
strategy, SSH, to identify genes selectively expressed in 
C57MG mouse mammary epithelial cells transformed by 
Wnt-1. 

Three of the genes isolated, WISP-1, WISP-2, and WISP-3, 
are members of the CCN family of growth factors, which 
includes CTGF, Cyr61, and nov, a family not previously linked 
to Wnt signaling. 

Two independent experimental systems demonstrated that 
WISP induction was associated with the expression of Wnt-1. 
The first was C57MG cells infected with a Wnt-1 retroviral 
vector or C57MG cells expressing Wnt-1 under the control of 
a tetracyline-repressible promoter, and the second was in 
Wnt-1 transgenic mice, where breast tissue expresses Wnt-1, 
whereas normal breast tissue does not. No WISP RNA expres- 
sion was detected in mammary tumors induced by polyoma 
virus middle T antigen (data not shown). These data suggest 
a link between Wnt-1 and WISPs in that in these two situations, 
WISP induction was correlated with Wnt-1 expression. 

It is not clear whether the WISPs are directly or indirectly 
induced by the downstream components of the Wnt-1 signaling 
pathway (i.e., 0-catehin-TCF-l/Lefl). The increased levels of 
WISP RNA were measured in Wnt-l-transformed cells, hours 
or days after Wnt-1 transformation. Thus, WISP expression 
could result from Wnt-1 signaling directly through /3-catenin 
transcription factor regulation or alternatively through Wnt-1 
signaling turning on a transcription factor, which in turn 
regulates WISPs. 

The WISPs define an additional subfamily of the CCN family 
of growth factors. One striking difference observed in the 
protein sequence of WISP-2 is the absence of a CT domain, 
which is present in CTGF, Cyr61, nov, WISP-1, and WISP-3. 
This domain is thought to be involved in receptor binding and 
dimerization. Growth factors, such as TGF-/3, platelet-derived 
growth factor, and nerve growth factor, which contain a cystine 
knot motif exist as dimers (32). It is tempting to speculate that 
WISP-1 and WISP-3 may exist as dimers, whereas WISP-2 
exists as a monomer. If the CT domain is also important for 
receptor binding, WISP-2 may bind its receptor through a 
different region of the molecule than the other CCN family 
members. No specific receptors have been identified for CTGF 
or nov. A recent report has shown that integrin avft serves as 
an adhesion receptor for Cyr61 (33). 

The strong expression of WISP-1 and WISP-2 in cells lying 
within the fibrovascular tumor stroma in breast tumors from 
Wnt-1 transgenic animals is consistent with previous obser- 
vations that transcripts for the related CTGF gene are pri- 
marily expressed in the fibrous stroma of mammary tumors 
(34). Epithelial cells are thought to control the proliferation of 
connective tissue stroma in mammary tumors by a cascade of 
growth factor signals similar to that controlling connective 
- tissue formation during wound repair. It has been proposed 
that mammary tumor cells or inflammatory cells at the tumor 
interstitial interface secrete TGF-/31, which is the stimulus for 
stromal proliferation (34). TGF-j31 is secreted by a large 
percentage of malignant breast tumors and may be one of the 
growth factors that stimulates the production of CTGF and 
WISPs in the stroma. 

It was of interest that WISP-1 and WISP-2 expression was 
observed in the stromal cells that surrounded the tumor cells 
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(epithelial cells) in the Wnt-1 transgenic mouse sections of 
breast tissue. This finding suggests that paracrine signaling 
could occur in which the stromal cells could supply WISP- 1 and 
W1SP-2 to regulate tumor cell growth on the WISP extracel- 
lular matrix. Stromal cell-derived factors in the extracellular 
matrix have been postulated to play a role in tumor cell 
migration and proliferation (35). The localization of W1SP-1 
and WlSP-2 in the stromal cells of breast tumors supports this 
paracrine model. 

An analysis of WISP-1 gene amplification and expression in 
human colon tumors showed a correlation between DNA 
amplification and overexpression, whereas overexpression of 
WISP-3 RNA was seen in the absence of DNA amplification. 
In contrast, WISP-2 DNA was amplified in the colon tumors, 
but its mRNA expression was significantly reduced in the 
majority of tumors compared with the expression in normal 
colonic mucosa from the same patient. The gene for human 
WISP4! was localized to chromosome 20ql2-20ql3, at a region 
frequently amplified and associated with poor prognosis in 
node negative breast cancer and many colon cancers, suggest- 
ing the existence of one or more oncogenes at this locus 
(36-38). Because the center of the 20ql3 amplicon has not yet 
been identified, it is possible that the apparent amplification 
observed for WISP-2 may be caused by another gene in this 
amplicon. 

A recent manuscript on rCop-1, the rat orthologue of 
WISP-2, describes the loss of expression of this gene after eel! 
transformation, suggesting it may be a negative regulator of 
growth in cell lines (16). Although the mechanism by which 
WISP-2 RNA expression is down-regulated during malignant 
transformation is unknown, the reduced expression of WISP-2 
in colon tumors and cell lines suggests that it may function as 
a tumor suppressor. These results show that the WISP genes 
are aberrantly expressed in colon cancer and suggest that their 
altered expression may confer selective growth advantage to 
the tumor. 

Members of the Wnt signaling pathway have been impli- 
cated in the pathogenesis of colon cancer, breast cancer, and 
melanoma, including the tumor suppressor gene adenomatous 
polyposis coli and /3-catenin (39). Mutations in specific regions 
of either gene can cause the stabilization and accumulation of 
cytoplasmic j3-catenin, which presumably contributes to hu- 
man carcinogenesis through the activation of target genes such 
as the WISPs. Although the mechanism by which Wnt-1 
transforms cells and induces tumorigenesis is unknown, the 
identification of WISPs as genes that may be regulated down- 
stream of Wnt-1 in C57MG cells suggests they could be 
important mediators of Wnt-1 transformation. The amplifica- 
tion and altered expression patterns of the WISPs in human 
colon tumors may indicate an important role for these genes 
in tumor development. , 

We thank the DNA synthesis group for oligonucleotide synthesis, T. 
Baker for technical assistance, P. Dowd for radiation hybrid mapping, 
K. Willert and R. Nusse for the tet- repressive C57MG/Wnt-1 ceils, V. 
Dixit for discussions, and D. Wood and A. Bruce for artwork. 

1. Cadigan, K. M. & Nusse, R. (1997) Genes Dev. 11, 3286-3305. 

2. Dale, T. C. (1998) Biochem. J. 329, 209-223. 

3. Nusse, R. & Varmus, H. E. (1982) Cell 31, 99-109. 

4. van Ooyen, A. & Nusse, R. (1984) Ce// 39, 233-240. 

5. Tsukamoto, A. S., Grosschedl, R., Guzman, R. C, Parslow, T. & 
Varmus, H. E. (1988) Ceil 55, 619-625. 

6. Brown, J. D. & Moon, R. T. (1998) Curr. Opin. Cell. Bioi 10, 
182-187. 

7. Molenaar, M., van de Wetering, M., Oosterwegel, M., Pcterson- 
Maduro, J., Godsave, S. t Korinek, V., Roose, J., Destree, O. & 
Overs, H. (19%) Cell 86, 391-399. 




Proc. Natl Acad. Sci. USA 95 (1998) 

8. Korinek, V., Barker, N., Willert, K., Molenaar, M. t Roose, J., 
Wagenaar, G., Markman, M., Lamers, W., Destree, O. & Clevers, 
H. (1998) Moi Cell. Bioi 18, 1248-1256. 

9. Munemitsu, S., Albert, L, Souza, B., Rubinfeld, B. & Polakis, P. 

(1995) Proc. Nati Acad. Sci. USA 92, 3046-3050. 

10. He, T. C, Sparks, A. B., Rago, C, Hermeking, H„ Zawel, L., da 
. Costa, L. T., Morin, P. J., Vogelstein, B. & Kinzler, K. W. (1998) 

Science 281, 1509-1512. 

11. Diatchenko, L., Lau, Y. F., Campbell, A. P., Chenchik, A., 
Moqadam, F., Huang, B., Lukyanov, S., Lukyanov, K., Gurskaya, 
N., Sverdlov, E. D. & Siebert, P. D. (1996) Proc. Natl. Acad. Sci 

. USA 93, 6025-6030. 

12. Brown, A. M., Wildin, R. S., Prendergast, T. J. & Varmus, H. E. 
(1986) Cell 46, 1001-1009. 

13. Wong, G. T., Gavin, B. J. & McMahon, A. P. (1994) Moi Cell. 
Biol. 14, 6278-6286. 

14. Shimizu, H., Julius, M. A., Giarre, M., Zheng, Z., Brown, A. M. 
& Kitajewski, J. (1997) Cell Growth Differ. 8, 1349-1358. 

15. Hashimoto, Y., Shindo-Okada, N M Tani, M., Nagamachi, Y., 
Takeuchi, K., Shiroishi, T., Toma, H. & Yokota, J. (1998)7. Exp. 
Med. 187, 289-296. 

1 6. Zhang, R., Averboukh, L., Zhu, W., Zhang, H., Jo, H. t Dempsey, 
P. J., Coffey, K. J., Pardee, A. B. & Liang, P. (1998) Moi Cell. 
Biol. 18, 6131-6141. 

17. Grotendorst, G. R. (1997) Cytokine Growth Factor Rev. 8, 171- 
179. 

18. Kireeva, M. L., Mo, F. E, Yang, G. P. & Lau, E F. (1996) Moi 
Cell. Bioi 16, 1326-1334. 

19. Babic, A. M., Kireeva, M. L., Kolesnikova, T. V. & Lau, L. F. 
(1998) Proc Natl. Acad. Sci. USA 95, 6355-6360. 

20. Martinerie, C, Huff, V., Joubert, I., Badzioch, M., Saunders, G., 
Strong, L. & Perbal, B. (1994). Oncogene 9, 2729-2732. 

21. Bork, P. (1993) FEBS Lett. 327, 125-130. 

22. Kim, H. S„ Nagalta, S. R., Oh, Y., Wilson, E, Roberts, C. T., Jr. 
& Rosenfeld, R. G. (1997) Proc. Natl. Acad. Sci. USA 94, 
12981-12986. 

23. Joliot, V., Martinerie, C, Dambrine, G., Plassiart, G., Brisac, M., 
Crochet, J. & Perbal, B. (1992) Moi Cell. Biol. 12, 10-21. 

24. Mancuso, D. J., Tuley, E A., Westfield, L. A., Worrall, N. K., 
Shelton-Inloes, B. B., Sorace, J. M., Alevy, Y. G. & Sadler, J. E. 
(1989)7. Bioi Chem. 264, 19514-19527. 

25. Holt, G. D., Pangburn, M. K. & Ginsburg, V. (1990)7. Bioi 
Chem. 265, 2852-2855. 

26. Voorberg, J., Fontijn, R., Calafat, J., Janssen, H., van Mourik, 
J. A. & Pannekoek, H. (1991)/. Cell. Bioi 113, 195-205. 

27. Martinerie, C, Viegas-Pequignot, E., Guenard, 1., Dutriilaux, B., 
Nguyen, V. G, Bernheim, A. & Perbal, B. (1992) Oncogene 7, 
2529-2534. 

28. Takahashi, E, Hon, T., O'Connell, P., Leppert, M. & White, R. 
(1991) Cytogenet. Cell. Genet. 57, 109-111. 

29. Meese, E., Meltzer, P. S„ Witkowski, C. M. & Trent, J. M. (1989) 
Genes Chromosomes Cancer 1, 88-94. 

30. Garte, S. J. (1993) Crii. Rev. Oncog. 4, 435-449. 

31. Zhang, L., Zhou, W., Veiculescu, V. E, Kern, S. E, Hruban, 
R. H., Hamilton, S. R., Vogelstein, B. & Kinzler, K. W. (1997) 
Science 276, 1268-1272. 

32. Sun, P. D. & Davies, D. R. (1995) Annu. Re\\ Biophys. Biomol. 
Struct. 24, 269-291. 

33. Kireeva, M. L, Lam, S. C. T. & Lau, L. F. (1998) /. Bioi Chem. 
273, 3090-3096. 

34. Frazier, K. S. & Grotendorst, G, R. (1997) Int. J. Biochem. Cell 
Bioi 29, 153-161. 

35. Wernert, N. (1997) Virchows Arch. 430, 433-443. 

36. Tanner, M. M., Tirkkonen, M., Kallioniemi, A., Collins, C, 
Stokke, T., Karhu, R., Kowbel, D., Shadravan, F., Hintz, M., Kuo, 
W. L., et al. (1994) Cancer Res. 54, 4257-4260. 

37. Brinkmann, U., Gallo, M., Polymeropoulos, M: H. & Pastan, I. 

(1996) Genome Res. 6, 187-194. 

- 38. Bischoff, J. R., Anderson, L., Zhu, Y., Mossie, K., Ng, L., Souza, 
B., Schryver, B., Flanagan, P., Clairvoyant, F., Ginther, G, et al. 
(1998) EMBOL 17, 3052-3065. 

39. Morin, P. J., Sparks, A. B., Korinek, V., Barker, N., Clevers, H., 
Vogelstein, B. & Kinzler, K. W. (1997) Science 275, 1787-1790. 

40. Lu, L H. & Gillett, N. (1994) Cell Vision 1, 169-176. 



letters to nature 



methods. Peptides AENK or AEQK were dissolved in water, made isotonic with 
NaCl and diluted into RPM1 growth medium. T-cell- proliferation assays were 
done essentially as described 20,21 . Briefly, after antigen pulsing (-30 jig ml -1 
TTCF) with tetrapeptides (l-2mgml" 1 ), PBMCs or EBV-B cells were 
washed in PBS and fixed for 45 s in 0.05% glutaraldehyde. Glycine was added 
to a final concentration of 0.1 M and the cells were washed five times in RPMI 
1640 medium containing 1% FCS before co-culture with T-cell clones in 
round-bottom 96-well microtitre plates. After 48 h, the cultures were pulsed 
with 1 M-Ci of 3 H -thymidine and harvested for scintillation counting 16 h later. 
Predigestion of native TTCF was done by incubating 200 u,g TTCF with 0.25 u,g 
pig kidney legumain in 500 u.1 50 mM citrate buffer, pH 5.5, for 1 h at 37 °C. 
Glycopeptide digestions. The peptides HIDNEEDI, HIDN(N-glucosamine) 
EED1 and HIDNESDI, which are based on the TTCF sequence, and 
QQQHLFGSNVTDCSGNFCLFR(KKK), which is based on human transferrin, 
were obtained by custom synthesis. The three C-terminal lysine residues were 
added to the natural sequence to aid solubility. The transferrin glycopeptide 
QQQHLFGSNVTDCSGNFCLFR was prepared by tryptic (Promega) digestion 
of 5mg reduced, carboxy- methylated human transferrin followed by 
concanavalin A chromatography 11 . Glycopeptides corresponding to residues 
622-642 and 421-452 were isolated by reverse-phase HPLC and identified by 
mass spectrometry and N- terminal sequencing. The lyophilized transferrin - 
derived peptides were redissolved in 50'mM sodium acetate, pH 5.5, 10 mM 
dithiothreitol, 20% methanol. Digestions were performed for 3 h at 30 °C with 
5-50 mUml" 1 pig kidney legumain or B-cell AEP. Products were analysed by 
HPLC or MALDI-TOF mass spectrometry using a matrix of lOmgrnl" 1 ct- 
cyanocinnamic acid in 50% acetonitrile/0.1% TFA and a PerSeptive Biosystems 
Elite STR mass spectrometer set to linear or reflector mode. Internal standar- 
dization was obtained with a matrix ion of 568.13 mass units. 
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Fas ligand (FasL) is produced by activated T ceils and natural 
killer cells and it induces apoptosis (programmed cell death) in 
target cells through the death receptor Fas/Apol/CD95 (ref. 1). 
One important role of FasL and Fas is to mediate immune- 
cytotoxic killing of cells that are potentially harmful to the 
organism, such as virus-infected or tumour cells 1 . Here we 
report the discovery of a soluble decoy receptor, termed decoy 
receptor 3 (DcR3), that binds to FasL and inhibits FasL-induced 
apoptosis. The DcR3 gene was amplified in about half of 35 
primary lung and colon tumours studied, and DcR3 messenger 
RNA was expressed in malignant tissue. Thus, certain tumours 
may escape FasL-dependent immune -cytotoxic attack by expres- 
sing a decoy receptor that blocks FasL. 

By searching expressed sequence tag (EST) databases, we identi- 
fied a set of related ESTs that showed homology to the tumour 
necrosis factor (TNF) receptor (TNFR) gene superfamily 2 . Using 
the overlapping sequence, we isolated a previously unknown full- 
length complementary DNA from human fetal lung. We named the 
protein encoded by this cDNA decoy receptor 3 (DcR3). The cDNA 
encodes a 300-amino-acid polypeptide that resembles members of 
the TNFR family (Fig. la): the amino terminus contains a leader 
sequence, which is followed by four tandem cysteine -rich domains 
(CRDs). Like one other TNFR homologue, osteoprotegerin (OPG)\ 
DcR3 lacks an apparent transmembrane sequence, which indicates 
that it may be a secreted, rather than a membrane-asscociated,, 
molecule. We expressed a recombinant, histidine-tagged form of 
DcR3 in mammalian cells; DcR3 was secreted into the cell culture 
medium, and migrated on polyacrylamide gels as a protein of 
relative molecular mass 35,000 (data not shown). DcR3 shares 
sequence identity in particular with OPG (31%) and TNFR2 
(29%), and has relatively less homology with Fas (17%). All of 
the cysteines in the four CRDs of DcR3 and OPG are conserved; 
however, the carboxy- terminal portion of DcR3 is 101 residues 
shorter. 

We analysed expression of DcR3 mRNA in human tissues by 
northern blotting (Fig. lb). We detected a predominant 1.2-kilobase 
transcript in fetal lung, brain, and liver, and in adult spleen, colon 
and lung. In addition, we observed relatively high DcR3 mRNA 
expression in the human colon carcinoma cell line SW480. 

To investigate potential ligand interactions of DcR3, we generated 
a recombinant, Fotagged DcR3 protein. We tested binding of 
DcR3-Fc to human 293 cells transfected. with individual TNF- 
family ligands, which are expressed as type 2 transmembrane 
proteins (these transmembrane proteins have their N termini in 
the cytosol). DcR3-Fc showed a significant increase in binding to 
cells transfected with FasL 4 (Fig. 2a), but not to cells transfected with 
TNF 5 , Apo2L/TRAIL 6,7 , Apo3L/TWEAK 8 - 9 ( or OPGL/TRANCE/ 
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RANKL 10 " 12 (data not shown). DcR3-Fc immunoprecipitated shed 
FasL from FasL-transfected 293 cells (Fig. 2b) and purified soluble 
FasL (Fig. 2c), as did the Fc-tagged ectodomain of Fas but not 
TNFRl. Gel- filtration chromatography showed that DcR3-Fc and 
soluble FasL formed a stable complex (Fig. 2d). Equilibrium 
analysis indicated that DcR3-Fc and Fas-Fc bound to soluble 
FasL with a comparable affinity (K d = 0.8 ± 0.2 and 
LI±0.1nM, respectively; Fig. 2e), and that DcR3-Fc could 
block nearly all of the binding of soluble FasL to Fas-Fc (Fig. 2e, 
inset). Thus, DcR3 competes with Fas for binding to FasL. 

To determine whether binding of DcR3 inhibits FasL activity, we 
tested the effect of DcR3-Fc on apo ptosis induction by soluble 
FasL in Jurkat T leukaemia cells, which express Fas (Fig. 3a). DcR3- 
Fc and Fas-Fc blocked soluble-FasL-induced apoptosis in a 
similar dose-dependent manner, with half-maximal inhibition at 
—0.1 u.gml _1 . Time-course analysis showed that the inhibition did 
not merely delay cell death, but rather persisted for at least 24 hours 
(Fig. 3b). We also tested the effect of DcR3-Fc on activation- 
induced cell death (AICD) of' mature T lymphocytes, a FasL- 
dependent process'. Consistent with previous results' 3 , activation 
of interleukin-2-stimulated CD4-positive T cells with anti-CD3 
antibody increased the level of apoptosis twofold, and Fas-Fc 
blocked this effect substantially (Fig. 3c); DcR3-Fc blocked the 
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Figure 1 Primary structure and expression of human DcR3. a. Alignment of the 
amino-acid sequences of DcR3 and of osteoprotegerin (OPG); the C-terminal 101 
residues of OPG are not shown. The putative signal cleavage site (arrow), the 
cysteine-rich domains (CRD 1 -4), and the A/-!inked glycosylation site (asterisk) are 
shown, b, Expression of DcR3 mRNA Northern hybridization analysis was done 
using the DcR3 cDNA as a probe and blots of pofy(A)* RNA (Clontech) from 
human fetal and adult tissues or cancer cell lines. PBL peripheral blood 
lymphocyte. 



induction of apoptosis to a similar extent. Thus, DcR3 binding 
blocks apoptosis induction by FasL. 

FasL-induced apoptosis is important in elimination of virus- 
infected cells and cancer cells by natural killer cells and cytotoxic T 
lymphocytes; an alternative mechanism involves perforin and 
granzymes 1H " ,fc . Peripheral blood natural killer cells triggered 
marked cell death in Jurkat T leukaemia cells (Fig. 3d); DcR3-Fc 
and Fas-Fc each reduced killing of target cells from —65% to 
—30%, with half- maximal inhibition at — lu-gmT 1 ; the residual 
killing was probably mediated by the perforin/granzyme pathway. 
Thus, DcR3 binding blocks FasL-dependent natural killer cell 
activity. Higher DcR3-Fc and Fas-Fc concentrations were required 
to block natural killer cell activity compared with those required to 
block soluble FasL activity, which is consistent with the greater 
potency of membrane-associated FasL compared with soluble 
FasL 17 . 

Given the role of immune-cytotoxic cells in elimination of 
tumour cells and the fact that DcR3 can act as an inhibitor of 
FasL, we proposed that DcR3 expression might contribute to the 
ability of some tumours to escape immune-cytotoxic attack. As 
genomic amplification frequently contributes to tumorigenesis, we 
investigated whether the DcR3 gene is amplified in cancer. We 
analysed DcR3 gene -copy number by quantitative polymerase chain 
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Figure 2 Interaction of DcR3 with FasL a, 293 cells were transfected with pRK5 
vector (top) or with pRK5 encoding full-length FasL (bottom), incubated with 
DcR3-Fc (soiid line, shaded area). TNFRl -Fc (dotted line) or buffer control 
(dashed line) (the dashed and dotted lines overlap), and analysed for binding by 
FACS. Statistical analysis showed a significant difference (P < 0.001 ) between the 
binding of DcR3-Fc to cells transfected with FasL or pRKS. PE. phycoeryth re- 
labelled cells, b. 293 cells were transfected as in a and metabolicaliy labelled, and 
cell supernatants were immunoprecipitated with Fc-tagged TNFR1, DcR3 or Fas. 
c, Purified soluble FasL (sFasL)was immunoprecipitated withTNFRl-Fc, DcR3- 
Fc or Fas-Fc and visualized by immunoblot with anti-FasL antibody. sFasL was 
loaded directly for comparison in the right-hand lane, d, Flag-tagged sFasL was 
incubated with DcR3-Fc or with buffer and resolved by gel filtration; column 
fractions were analysed in an assay that detects complexes containing DcR3-Fc 
and sFasL-Flag. e, Equilibrium binding of DcR3-Fc or Fas-Fc to sFasL-Flag.. 
Inset, competition of DcR3-Fc with Fas-Fc for binding to sFasL-Flag. 
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reaction (PCR) 18 in genomic DNA from 35 primary lung and colon 
tumours, relative to pooled genomic DNA from peripheral blood 
leukocytes (PBLs) of 10 healthy donors. Eight of 18 lung tumours 
and 9 of 17 colon tumours showed DcR3 gene amplification, 
ranging from 2- to 18-fold (Fig. 4a, b). To confirm this result, we 
analysed the colon tumour DNAs with three more, independent sets 
of DcR3 -based PCR primers and probes; we observed nearly the 
same amplification (data not shown). 

We then analysed DcR3 mRNA expression in primary tumour 
tissue sections by in situ hybridization. We detected DcR3 expres- 
sion in 6 out of 15 lung tumours, 2 out of 2 colon tumours, 2 out of 5 
breast tumours, and 1 out of I gastric tumour (data not shown). A 
section through a squamous-cell carcinoma of the lung is shown in 
Fig. 4c. DcR3 mRNA was localized to infiltrating malignant epithe- 
lium, but was essentially absent from adjacent stroma, indicating 
tumour-specific expression. Although the individual tumour speci- 
mens that we analysed for mRNA expression and gene amplification 
were different, the in situ hybridization results are consistent with 
the finding that the DcR3 gene is amplified frequently in tumours. 
SW480 colon carcinoma cells, which showed abundant DcR3 
mRNA expression (Fig. lb), also had marked DcR3 gene amplifica- 
tion, as shown by quantitative PCR (fourfold) and by Southern blot 
hybridization (fivefold) (data not shown). 

If DcR3 amplification in cancer is functionally relevant, then 
DcR3 should be amplified more than neighbouring genomic 
regions that are not important for tumour survival. To test this, 



we mapped the human DcR3 gene by radiation-hybrid analysis; 
DcR3 showed linkage to marker AFM2 18xe7 (T160), which maps to 
chromosome position 20ql3. Next, we isolated from a bacterial 
artificial chromosome (BAC) library a human genomic clone that 
carries DcR3, and sequenced the ends of the clone's insert. We then 
determined, from the nine colon tumours that showed twofold or 
greater amplification of DcR3, the copy number of the DcR3- 
flanking sequences (reverse and forward) from the BAC, and of 
seven genomic markers that span chromosome 20 (Fig. 4d). The 
DcR3-linked reverse marker showed an average amplification of 
roughly threefold, slightly less than the approximately fourfold 
amplification of DcR3; the other markers showed little or no 
amplification. These data indicate that DcR3 may be at the 'epi- 
centre* of a distal chromosome 20 region that is amplified in colon 
cancer, consistent with the possibility that DcR3 amplification 
promotes tumour survival. 

Our results show that DcR3 binds specifically to FasL and inhibits 
FasL activity. We did not detect DcR3 binding to several other TNF- 
ligand- family members; however, this does not rule out the possi- 
bility that DcR3 interacts with other ligands, as do some other 
TNFR family members, including OPG 2 * 19 . , 

FasL is important in regulating the immune response; however, 
little is known about how FasL function is controlled. One mechan- 
ism involves the molecule cFLIP, which modulates apoptosis signal- 
ling downstream of Fas 20 . A second mechanism involves proteolytic 
shedding of FasL from the cell surface 17 . DcR3 competes with Fas for 
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Figure 3 Inhibition of FasL activity by DcR3. a, Human Jurkat T leukaemia cells 
were incubated with Flag-tagged soluble FasL (sFasU5ng ml"') ofigomerized 
with anti-Flag antibody (0.1 y-gmr 1 ) in the presence of the proposed inhibitors 
DcR3-Fc, Fas-Fc or human IgGl and assayed for apoptosis (mean ± s.e.m. of 
triplicates), b, Jurkat cells were incubated with sFasL-Flag.plus anti-Flag antibody 
as in a, in presence of 1 u-gml' 1 DcR3-Fc (filled circles). Fas-Fc (open circles) or 
human IgGl (triangles), and apoptosis was determined at the indicated time 
points, c, Peripheral blood T cells were stimulated with PHA and interleukin-2, 
followed by control (white bars) or anti-CD3 antibody (filled bars), together with 
phosphate-buffered saline (PBS), human IgGl, Fas-Fc, or DcR3-Fc (10 u.g ml" 1 ). 
After 16 h, apoptosis of CD4* cells was determined (mean ± s.e.m. of results from 
five donors), d, Peripheral blood natural killer cells were incubated with 51 Cr- 
labelled Jurkat cells in the presence of DcR3-Fc (filled circles). Fas-Fc (open 
circles) or human IgGl (triangles), and target-cell death was determined by 
release of 51 Cr (mean ± s.d. for two donors, each in triplicate). 
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Figure 4 Genomic amplification of DcR3 in tumours, a, Lung cancers, comprising 
eight adenocarcinomas (c, d, f, g, h, j. k, r), seven squamous-cell carcinomas (a, e, 
m, n, o, p, q). one non-small-cell carcinoma (b), one small-cell carcinoma (i), and 
one bronchial adenocarcinoma (I). The data are means ± s.d. of 2 experiments 
done in duplicate, b, Colon tumours, comprising 17 adenocarcinomas. Data are 
means * s.e.m. of five experiments done in duplicate, c, In situ hybridization , 
analysis of DcR3 mRNA expression in a squamous-cell carcinoma of the lung. A 
representative bright-held image (left) and the corresponding dark-field image 
(right) show DcR3 mRNA over infiltrating malignant epithelium (arrowheads). 
Adjacent non-malignant stroma (S). blood vessel (V) and necrotic tumour tissue 
(N) are also shown, d, Average amplification of DcR3 compared with amplifica- 
tion of neighbouring genomic regions (reverse and forward. Rev and Fwd), the 
DcR3-linked marker T160, and other chromosome-20 markers, in the nine colon 
tumours showing DcR3 amplification of twofold or more (b). Data are from two 
experiments done in duplicate. Asterisk indicates P < 0.01 for a Student's r-test 
comparing each marker with DcR3. 
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FasL binding; hence, it may represent a third mechanism of 
extracellular regulation of FasL activity. A decoy receptor that 
modulates the function of the cytokine interleukin-1 has been 
described 21 . In addition, two decoy receptors that belong to the 
TNFR family, DcRl and DcR2, regulate the FasL-related apoptosis- 
inducing molecule Apo2L 22 . Unlike DcRl and DcR2, which are 
membrane-associated proteins, DcR3 is directly secreted into the 
extracellular space. One other secreted TNFR-family member is 
OPG 3 , which shares greater sequence homology with DcR3 (31%) 
than do DcRl (17%) or DcR2 (19%); OPG functions as a third 
decoy for Apo2L". Thus, DcR3 and OPG define a new subset of 
TNFR-family members that function as secreted decoys to mod- 
ulate ligands that induce apoptosis. Pox viruses produce soluble 
TNFR homologues that neutralize specific TNF-family ligands, 
thereby modulating the antiviral immune response 2 . Our results 
indicate that a similar mechanism, namely, production of a soluble 
decoy receptor for FasL, may contribute to immune evasion by 
certain tumours. D 



Methods 

Isolation of DcR3 cDNA. Several overlapping ESTs in GenBank (accession 
numbers AA025672, AA025673 and W67560) and in Lifeseq™ (Incyte 
Pharmaceuticals; accession numbers 1339238, 1533571, 1533650, 1542861, 
1789372 and 2207027) showed similarity to members of the TNFR family. We 
screened human cDNA libraries by PCR with primers based on the region of 
EST consensus; fetal lung was positive for a product of the expected size. By 
hybridization to a PCR-generated probe based on the ESTs, one positive clone 
(DNA30942) was identified. When searching for potential alternatively spliced 
forms of DcR3 that might encode a transmembrane protein, we isolated 50 
more clones; the coding regions of these clones were identical in size to that of 
the initial clone (data not shown). 

Fc-fusion proteins {immunoadhesins). The entire DcR3 sequence, or the 
ectodomain of Fas or TNFR1, was fused to the hinge and Fc region of human 
IgGl, expressed in insect SF9 cells or in human 293 cells, and purified as . 
described". V =■ 

Fluorescence-activated ceil sorting (FACS) analysis. We transfected 293 
cells using calcium phosphate or Effectene (Qiagen) with pRK5 vector or pRK5 
encoding full-length human FasL 4 (2 jig), together with pRK5 encoding CrmA 
(2 u.g) to prevent cell death. After 16 h, the cells were incubated with 
biotinylated DcR3-Fc or TNFRl-Fc and then with phycoerythrin-conjugated 
streptavidin (GibcoBRL), and were assayed by FACS. The data were analysed by 
Kolmogorov-Smirnov statistical analysis. There was some detectable staining 
of vector-transfected cells by DcR3-Fc; as these cells express little FasL (data 
not shown),' it is possible that DcR3 recognized some other factor that is 
expressed constitutively on 293 cells. 

Immunoprecipitation. Human 293 cells were transfected as above, and 
metabolically labelled with [ 35 S]cysteine and ( 35 S|methionine (0.5 mCi; 
Amersham). After 16 h of culture in the presence of z-VAD-fmk (10p.M), 
the medium was immunoprecipitated with DcR3-Fc, Fas-Fc or TNFRl-Fc 
(5u.g), followed by protein A-Sepharose (Repligen). The precipitates were 
resolved by SDS-PAGE and visualized on a phosphorimager (Fuji BAS2000). 
Alternatively, purified, Flag-tagged soluble FasL (1 u.g) (Alexis) was incubated 
with each Fc-fusion protein (1 u,g), precipitated with protein A-Sepharose, 
resolved by SDS-PAGE and visualized by immunoblotting with rabbit anti- 
FasL antibody (Oncogene Research). 

Analysts of complex formation. Flag-tagged soluble FasL (25u.g) was 
incubated with buffer or with DcR3-Fc (40 u.g) for 1.5 h at 24 °C. The reaction 
was loaded onto a Superdex 200 HR 10/30 column (Pharmacia) and developed 
with PBS; 0.6-ml fractions were collected. The presence of DcR3-Fc-FasL 
complex in each fraction was analysed by placing 100 u,l aliquots into microtitre 
wells precoated with anti-human IgG (Boehringer) to capture DcR3-Fc, 
followed by detection with biotinylated anti-Flag antibody Bio M2 (Kodak) and 
streptavidin-horseradish peroxidase (Amersham). Calibration of the column 
indicated an apparent relative molecular mass of the complex of 420K (data not 
shown), which is consistent with a stoichiometry of two DcR3-Fc homodimers 
to two soluble FasL homotrimers. 

Equilibrium binding analysis. Microtitre wells were coated with anti-human 
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IgG, blocked with 2% BSA in PBS. DcR3-Fc or Fas-Fc was added, followed by 
serially diluted Flag-tagged soluble FasL Bound ligand was detected with anti- 
Flag antibody as above. In the competition assay, Fas-Fc was immobilized as 
above, and the wells were blocked with excess IgGl before addition of Flag- 
tagged soluble FasL plus DcR3-Fc. 

T-cell AICD. CD3 + lymphocytes were isolated from peripheral blood of 
individual donors using anti-CD3 magnetic beads (Miltenyi Biotech), 
stimulated with phytohaemaggluttnin (PHA; 2 u.g ml" 1 ) for 24 h, and cultured 
in the presence of interIeukin-2 ( 100 U ml"') for 5 days. The cells were plated in 
wells coated with anti-CD3 antibody (Pharmingen) and analysed for apoptosis 
16 h later.by FACS analysis of anncxin-V-binding of CD4 + cells 34 . 
Natural killer cell activity. Natural killer cells were isolated from peripheral 
blood of individual donors using anti-CD56 magnetic beads {Miltenyi 
Biotech), and incubated for 16 h with 51 Cr-loaded Jurkat cells at an effector- 
to-target ratio of 1:1 in the presence of DcR3-Fc, Fas-Fc or human IgGl. 
Target-cell death was determined by release of sl Cr in effector- target co- 
cultures relative to release of s, Cr by detergent lysis of equal numbers of Jurkat 
cells. 

Gene-amplification analysis. Surgical specimens were provided by J. Kern 
(lung tumours) and P. Quirke (colon tumours). Genomic DNA was extracted 
(Qiagen) and the concentration was determined using Hoechst dye 33258 
intercalation fluorometry. Amplification was determined by quantitative PCR" 
using a TaqMan instrument ( ABI). The method was validated by comparison of 
PCR and Southern hybridization data for the Myc and HER- 2 oncogenes (data 
not shown). Gene-specific primers and fluorogenic probes were designed on 
the basis of the sequence of DcR3 or of nearby regions identified on a BAC 
carrying the human DcR3 gene; alternatively, primers and probes were based 
on Stanford Human Genome Center marker AFM218xe7 (T160), which is 
linked to DcR3 (likelihood score = 5.4), SHGC-36268 (TI59), the nearest 
* available marker which maps to —500 kilo bases from T160, and five extra 
markers that span chromosome 20. The DcR3 -specific primer sequences were 
5' -CTTCTTCGCGCACGCTG-3 ' and 5'-ATCACGCCGGCACCAG-3' and the 
fluorogenic probe sequence was 5 ' -( FAM -ACACG ATGCGTGCTCCAAGCAG 
AAp-(TAMARA), where FAM is 5' -fluorescein phosphoramidite. Relative 
gene -copy numbers were derived using the formula 2 (iCT) , where ACT is the 
difference in amplification cycles required to detect DcR3 in peripheral blood 
lymphocyte DNA compared to test DNA. 
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ABC transporters (also known as traffic ATPases) form a large 
family of proteins responsible for the translocation of a variety 
of compounds across membranes of both prokaryotes and 
eukaryotes 1 . The recently completed Escherichia coli genome 
sequence revealed that the largest family of paralogous £. coli 
proteins is composed of ABC transporters 2 . Many eukaryotic 
proteins of medical significance belong to this family, such as 
the cystic fibrosis transmembrane conductance regulator (CFTR), 
the P-glycoprotein (or multidrug-resistance protein) and the 
heterodimeric transporter associated 1 with antigen processing 
(Tapl-Tap2). Here we report the crystal structure at 1.5 A resolu- 
tion of HisP, the ATP-binding subunit of the histidine permease, 
which is an ABC transporter from Salmonella typhimurium. We 
correlate the details of this structure with the biochemical, genetic 
and biophysical properties of the wild-type and several mutant 
HisP proteins. The structure provides a basis for understanding 
properties of ABC transporters and of defective CFTR proteins. 

ABC transporters contain four structural domains: two nucleo- 
tide-binding domains (NBDs), which are highly conserved 
throughout the family, and two transmembrane domains 1 . In 
prokaryotes these domains are often separate subunits which are 
assembled into a membrane -bound complex; in eukaryotes the 
domains are generally fused into a single polypeptide chain. The 
periplasmic histidine permease of S. typhimurium and £. co/i u ~ 8 is a 
well-characterized ABC transporter that is a good model for this 
superfamily. It consists of a membrane-bound complex, HisQMP 2 , 
which comprises integral membrane subunits, HisQ and HisM, and 
two copies of HisP, the ATP-binding subunit. HisP, which has 
properties intermediate between those of integral and peripheral 
membrane proteins 9 , is accessible from both sides of the membrane, 
presumably by its interaction with HisQ and HisM 6 . The two HisP 
subunits form a dimer, as shown by their cooperativity in ATP 
hydrolysis 5 , the requirement for both subunits to be present for 
activity*, and the formation of a HisP dimer upon chemical cross- 
linking. Soluble HisP also forms a dimer 3 . HisP has been purified 
and characterized in an active soluble form 3 which can be recon- 
stituted into a fully active membrane-bound complex 8 . 

The overall shape of the crystal structure of the HisP monomer is 
that of an T with two thick arms (arm I and arm II); the ATP- 
binding pocket is near the end of arm I (Fig. 1). A six-stranded p- 
sheet (p3 and p8-p 12) spans both arms of the L, with a domain of a 
ot- plus p-type structure (pi, p2, p4-p7, al and ot2) on one side 
(within arm I) and a domain of mostly a-helices (a3-a9) on the 
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Figure 1 Crystal structure of HisP. a, View of the dimer along an axis 
perpendicular to its two-fold axis. The top and bottom of the dimer are suggested 
to face towards the periplasmic and cytoplasmic sides, respectively (see text). 
The thickness of arm II is about 25 A. comparable to that of membrane. a-Helices 
are shown in orange and (J-sheets in green, b, View along the two-fold axis of the 
HisP dimer, showing the relative displacement of the monomers not apparent in 
a. The (3-strands at the dimer interface are labelled, c, View t of one monomer from 
the bottom. of arm I, as shown in a. towards arm II. showing the ATP-binding 
pocket a-c, The protein and the bound ATP are in 'ribbon' and 'ball-and-stick' 
representations, respectively. Key residues discussed in the text are indicated in 
c. These figures were prepared with MOLSCRIPT 29 . N, amino terminus; C, C 
terminus. 
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Gene amplification is a common event in the progression of 
human cancers, and amplified oncogenes have been shown to 
have diagnostic, prognostic and therapeutic relevance. A 
kinetic quantitative poly merase-cha in -reaction (PCR) method, 
based on fluorescent TaqMan methodology and a new instru- 
ment (ABI Prism 7700 Sequence Detection System) capable 
of measuring fluorescence in real-time, was used to quantify 
gene amplification in tumor DNA. Reactions are character- 
ized by the point during cycling when PCR amplification is still 
in the exponential phase, rather than the amount of PCR 
product accumulated after a fixed number of cycles. None of 
the reaction components is limited during the exponential 
phase, meaning that values are highly reproducible in reac- 
tions starting with the same copy number. This greatly 
improves the precision of DNA quantification. Moreover, 
real-time PCR does not require post-PCR sample handling, 
thereby preventing potential PCR-product carry-over con- 
tamination; it possesses a wide dynamic range of quantifica- 
tion and results in much faster and higher sample throughput. 
The real-time PCR method, was used to develop and validate 
a simple and rapid assay for the detection and quantification 
of the 3 most frequently amplified genes (myc, ccndl and 
ert>B2) in breast tumors. Extra copies of myc, ccndl and ertiBZ 
were observed in 10, 23 and 15%, respectively, of 108 breast- 
tumor DNA; the largest observed numbers of gene copies 
were 4.6, 18.6 and 15.1, respectively. These results correlated 
well with those of Southern blotting. The use of this new 
semi-automated technique will make molecular analysis of 
human cancers simpler and more reliable, and should find 
broad applications in clinical and research settings. Int. J. 
Cancer 78:661 -666, 1 998. 
© 1998 Wilcy-Liss. Inc. 

Gene amplification plays an important role in the pathogenesis 
of various solid tumors, including breast cancer, probably because 
over-expression of the amplified target genes confers a selective 
advantage. The first technique used to detect genomic amplification 
was cytogenetic analysis. Amplification of several chromosome 
regions, visualized either as extrachromosomal double minutes 
(dmins) or as integrated homogeneously staining regions (HSRs), 
are among the main visible cytogenetic abnormalities in breast 
tumors. Other techniques such as comparative genomic hybridiza- 
tion (CGH) (Kallioniemi et al., 1 994) have also been used in broad 
searches for regions of increased DNA copy numbers in tumor 
cells, and have revealed some 20 amplified chromosome regions in 
breast tumors. Positional cloning efforts are underway to identify 
the critical gene(s) in each amplified region. To date, genes known 
to be amplified frequently in breast cancers include myc (8q24), 
ccndl (1 lql3), and erbBl (17ql2-q21) (for review, see Bieche and 
Lidereau, 1995). 

Amplification of the myc, ccndl, and erbBl proto-oncogenes 
should have clinical relevance in breast cancer, since independent 
studies have shown that these alterations can be used to identify 
sub-populations with a worse prognosis (Berns et ai, 1992; 
Schuuring et ai, 1992; Stamon et ai, 1987). Muss et ai (1994) 
. suggested that these gene alterations may also be useful for the 
prediction and assessment of the efficacy of adjuvant chemotherapy 
and hormone therapy. 

However, published results diverge both in terms of the fre- 
quency of these alterations and their clinical value. For instance, 
over 500 studies in 10 years have failed to resolve the controversy 



surrounding the link suggested by Slamon et al. (1987) between 
erbB2 amplification and disease progression. These discrepancies 
are partly due to the clinical, histological and ethnic heterogeneity 
of breast cancer, but technical considerations are also probably 
involved. 

Specific genes (DNA) were initially quantified in tumor cells by 
means of blotting procedures such as Southern and slot blotting. 
These batch techniques require large amounts of DNA (5-10 
ug/reaction) to yield reliable quantitative results. Furthermore, 
meticulous care is required at all stages of the procedures to 
generate blots of sufficient quality for reliable dosage analysis. 
Recently, PCR has proven to be a powerful tool for quantitative 
DNA analysis, especially with minimal starting quantities of tumor 
samples (small, early-stage rumors and formalin-fixed, paraffin- 
embedded tissues). 

Quantitative PCR can be performed by evaluating the amount of 
product either after a given number of cycles (end-point quantita- 
tive PCR) or after a varying number of cycles during the 
exponential phase (kinetic quantitative PCR). In the first case, an 
internal standard distinct from the target molecule is required to 
ascertain PCR efficiency. The method is relatively easy but implies 
generating, quantifying and storing an internal standard for each 
gene studied. Nevertheless, it is the most frequently applied 
method to date. 

One of the major advantages of the kinetic method is its rapidity 
in quantifying a new gene, since no internal standard is required (an 
external standard curve is sufficient). Moreover, the kinetic method 
has a wide dynamic range (at least 5 orders of magnitude), giving 
an accurate value for samples differing in their copy number. 
Unfortunately, the method is cumbersome and has therefore been 
rarely used. It involves aliquot sampling of each assay mix at 
regular intervals and quantifying, for each aliquot, the amplifica- 
tion product. Interest in the kinetic method has been stimulated by a 
. novel approach using fluorescent TaqMan methodology and a new 
instrument (ABI Prism 7700 Sequence Detection System) capable 
of measuring fluorescence in real time (Gibson et ai, 1996; Heid et 
ai, 1996). The TaqMan reaction is based on the 5' nuclease assay 
first described by Holland et ai (1991). The latter uses the 5' 
nuclease activity of Taq polymerase to cleave a specific fluorogenic 
oligonucleotide probe during the extension phase of PGR. The 
approach uses dual -labeled fluorogenic hybridization probes (Lee 
et ai, 1993). One fluorescent dye, co-valently linked to the 5' end 
of the oligonucleotide, serves as a reporter [FAM (i.e., 6-carboxy- 
fluorescein)] and its emission spectrum is quenched by a second 
fluorescent dye, TAMRA (Le., 6-carboxy-tetramethyl-rhodamine) 
attached to the 3' end. During the extension phase of the PCR 
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cycle, the fluorescent hybridization probe is hydrolyzed by the 
5'-3' nucleolytic activity of DNA polymerase. Nuclease degrada- 
tion of the probe releases the quenching of FAM fluorescence 
emission, resulting in an increase in peak fluorescence emission. 
The fluorescence signal is normalized by dividing the emission 
intensity of the reporter dye (FAM) by the emission intensity of a 
reference dye (i.e., ROX, 6-carboxy-X-rhodamine) included in 
TaqMan buffer, to obtain a ratio defined as the Rn (normalized 
reporter) for a given reaction tube. The use of a sequence detector 
enables the fluorescence spectra of all 96 wells of the thermal 
cycler to be measured continuously during PCR amplification. 

The real-time PCR method offers several advantages over other 
current quantitative PCR methods (Celi et ai, 1994): (i) the 
probe-based homogeneous assay provides a real-time method for 
detecting only specific amplification products, since specific hybri- 
dation of both the primers and the probe is necessary to generate a 
signal; (ii) the C, (threshold cycle) value used for quantification is 
measured when PCR amplification is still in the log phase of PCR 
product accumulation. This is the main reason why C, is a more 
reliable measure of the starting copy number than are end-point 
measurements, in which a slight difference in a limiting component 
can have a drastic effect on the amount of product; (Hi) use of C t 
values gives a wider dynamic range (at least 5 orders of magni- 
tude), reducing the need for serial dilution; fiv) The real-time PCR 
method is run in a closed-tube system and requires no post-PCR 
sample handling, thus avoiding potential contamination; (v) the 
system is highly automated, since the instrument continuously 
measures fluorescence in all 96 wells of the thermal cycler during 
PCR amplification and the corresponding software processes, and 
analyzes the fluorescence data; (vi) the assay is rapid, as results are 
available just one minute after thermal cycling is complete; (vii) the 
sample throughput of the method is high, since 96 reactions can be 
analyzed in 2 hr. 

Here, we applied this semi-automated procedure to determine 
the copy numbers of the 3 most frequently amplified genes in breast 
tumors (myc, ccndJ and er6B2), as well as 2 genes (alb and app) 
located in a chromosome region in which no genetic changes have 
been observed in breast tumors. The results for 108 breast tumors 
were compared with previous Southern-blot data for the same 
samples. 



MATERIAL AND METHODS 
Tumor and blood samples 

Samples were obtained from 1 08 primary breast tumors removed 
surgically from patients at the Centre Rene Huguenin; none of the 
patients had undergone radiotherapy or chemotherapy. Immedi- 
ately after surgery, the tumor samples were placed in liquid 
nitrogen until extraction of high-molecular- weight DNA. Patients 
were included in this study, if the tumor sample used for DNA 
preparation contained more than 60% of tumor cells (histological 
analysis). A blood sample was also taken from 18 of the same 
patients. 

DNA was extracted from tumor tissue and blood leukocytes 
according to standard methods. 

Real-time PCR 

Theoretical basis. Reactions are characterized by the point 
during cycling when amplification of the PCR product is first 
detected, rather than by the amount of PCR product accumulated 
after a fixed number of cycles. The higher the starting copy number 
of the genomic DNA target, the earlier a significant increase in 
fluorescence is observed. The parameter Q (threshold cycle) is 
defined as the fractional cycle number at which the fluorescence 
generated by cleavage of the probe passes a fixed threshold above 
baseline. The target gene copy number in unknown samples is 
quantified by measuring C x and by using a standard curve to 
determine the starting copy number. The precise amount of 
genomic DNA (based on optical density) and its quality (i.e., lack 



of extensive degradation) are both difficult to assess. We therefore 
also quantified a control gene (alb) mapping to chromosome region 
4qll-ql3, in which no genetic alterations have been found in 
breast-tumor DNA by means of CGH (Kallioniemi et ai, 1994). 

Thus, the ratio of the copy number of the target gene to the copy 
number of the alb gene normalizes the amount and quality of 
genomic DNA. The ratio defining the level of amplification is 
termed "N", and is determined as follows: 

copy number of target gene (app, myc, ccndl, erb&2) 

N = ■ . 

copy number of reference gene (alb) 

Primers, probes, reference human genomic DNA and PCR 
consumables. Primers and probes were chosen with the assistance 
of the computer programs Oligo 4.0 (National Biosciences, Ply- 
mouth, MN), EuGene (Daniben Systems, Cincinnati, OH) and Primer 
Express (Perkin-Elmer Applied Biosystems, Foster City, CA). 

Primers were purchased from DN Agency (Malvern, PA) and 
probes from Perkin-Elmer Applied Biosystems. 

Nucleotide sequences for the oligonucleotide hybridization 
probes and primers are available on request. 

The TaqMan PCR Core reagent kit, Micro Amp optical tubes, 
and MicroAmp caps were from Perkin-Elmer Applied Biosystems. 

Standard-curve construction. The kinetic method requires a 
standard curve. The latter was constructed with serial dilutions of 
specific PCR products, according to Piatak et ai (1993). In 
practice, each specific PCR product was obtained by amplifying 20 
ng of a standard human genomic DNA (Boehringer, Mannheim, 
Germany) with the same primer pairs as those used later for 
real-time quantitative PCR. The 5 PCR products were purified 
using MicroSpin S-400 HR columns (Pharmacia, Uppsala, Swe- 
den) ejectrophorezed through an acrylamide gel and stained with 
ethidium bromide to check their quality. The PCR products were 
then quantified spectrophotometrically and pooled, and serially 
diluted i 0-fold in mouse genomic DNA (Clontech, Palo Alto, CA) 
at a constant concentration of 2 ng/ul. The standard curve used for 
real-time quantitative PCR was based on serial dilutions of the pool 
of PCR products ranging from 10" 7 (10 5 copies of each gene) to 
10" 10 (10 2 copies). This series of diluted PCR products was 
aliquoted and stored at - 80°C until use. 

The standard curve was validated by analyzing 2 known 
quantities of calibrator human genomic DNA (20 ng and 50 hg). 

PCR amplification. Amplification mixes (50 yX) contained the 
sample DNA (around 20 ng, around 6600 copies of disomic genes), 
10X TaqMan buffer (5 ul), 200 uM dATP, dCTP, dGTP, and 400 
uM dUTP, 5 mM MgCl 2 , 1.25 units of AmpliTaq Gold, 0.5 units of 
AmpErase uracil N-glycosylase (UNG), 200 nM each primer and 
100 nM probe. The thermal cycling conditions comprised 2 min at 
50°C and 10 min at 95°C. Thermal cycling consisted of 40 cycles at 
95°C for 15 s and 65°C for 1 min. Each assay included: a standard 
curve (from 10 5 to 10 2 copies) in duplicate, a no-template control, 
20 ng and 50 ng of calibrator human genomic DNA (Boehringer) in 
triplicate, and about 20 ng of unknown genomic DNA in triplicate 
(26 samples can thus be analyzed on a 96-well microplate). All 
samples with a coefficient of variation (CV) higher than 10% were 
retested. 

All reactions were performed in the ABI Prism 7700 Sequence 
Detection System (Perkin-Elmer Applied Biosystems), which 
detects the signal from the fluorogenic probe during PCR. 

Equipment for real-time detection. The 7700 system has a 
built-in thermal cycler and a laser directed via fiber optical cables 
to each of the 96 sample wells. A charge-coupled-deyice (CDD) 
camera collects the emission from each sample and the data are 
analyzed automatically. The software accompanying the 7700 
system calculates C, and determines the starting copy number in the 
samples. 
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Determination of gene amplification. Gene amplification was 
calculated as described above. Only samples with an N value 
higher than 2 were considered to be amplified. . 

RESULTS 

To validate the method, real-time PCR was performed on 
genomic DNA extracted from 108 primary breast tumors, and 18 
normal leukocyte DNA samples from some of the same patients. 
The target genes were the myc. ccndl. and er6B2 pro to -oncogenes, 
and the p-amyloid precursor protein gene (app), which maps to a 
chromosome region (2 1 q2 1 .2) in which no genetic alterations have 
been found in breast tumors (Kallioniemi et aL, 1994), The 
reference disomic gene was the albumin gene (alb, chromosome 
4qll-ql3). 



Validation of the standard curve and dynamic range 
of real-time PCR 

The standard curve was constructed from PCR products serially 
diluted in genomic mouse DNA at a constant concentration of 
2 ng/ul. It should be noted that the 5 primer pairs chosen to analyze 
the 5 target genes do not amplify genomic mouse DNA (data not 
shown). Figure I shows the real-time PCR standard curve for the 
alb gene. The dynamic range was wide (at least 4 orders of 
magnitude), with samples containing as few as 10 2 copies or as 
many as 1 0 5 copies. 

Copy-number ratio of the 2 reference genes (app and z\b) 

The app to alb copy-number ratio was determined in 1 8 normal 
leukocyte DNA samples and all 108 primary breast-tumor DNA 
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Figure 1 - Albumin (alb) gene dosage by real-time PCR. Top: Amplification plots for reactions with starting alb gene copy number ranging 
from 10 5 (A9), 10 4 (A7), 10* (A4) to I0 2 (A2) and a no-template control (Al). Cycle number is plotted vs. change in normalized reporter signal 
(ARn). For each reaction tube, the fluorescence signal of the reporter dye (FAM) is divided by the fluorescence signal of the passive reference dye 
(ROX), to obtain a ratio defined as the normalized reporter signal (Rn). ARn represents the normalized reporter signal (Rn) minus the baseline 
signal established in the first 15<PCR cycles. ARn increases during PCR as alb PCR product copy number increases until the reaction reaches a 
plateau. C, (threshold cycle) represents the fractional cycle number at which a significant increase in Rn above a baseline signal (horizontal black 
line) can first be detected. Two replicate plots were performed for each standard sample, but the data for only one are shown here. Bottom: 
Standard curve plotting log starting copy number vs. C, (threshold cycle). The black dots represent the data for standard samples plotted in 
duplicate and the red dots the data for unknown genomic DNA samples plotted in triplicate. The standard curve shows 4 orders of linear dynamic 
range. 
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samples. We selected these 2 genes because they are located in 2 
chromosome regions (app, 21q21.2; alb, 4qll-ql3) in which no 
obvious genetic changes (including gains or losses) have been 
observed in breast cancers (Kallioniemi et ai, 1 994). The ratio for 
the 18 normal leukocyte DNA samples fell between 0.7 and 1.3 
(mean 1.02 ± 0.21), and was similar for the 108 primary breast- 
tumor DNA samples (0.6 to 1 .6, mean 1 .06 ± 0.25), confirming 
that alb and app are appropriate reference disomic genes for 
breast-tumor DNA. The low range of the ratios also confirmed that 
the nucleotide sequences chosen for the primers and probes were 
not polymorphic, as mismatches of their primers or probes with the 
subject's DNA would have resulted in differential amplification. 

myc, ccnd 1 and erb£2 gene dose in normal leukocyte DNA 

To determine the cut-off point for gene amplification in breast- 
cancer tissue, 1 8 normal leukocyte DNA samples were tested for 
the gene dose (N), calculated as described in "Material and 
Methods 11 . The N value of these samples ranged from 0.5 to -1.3 
(mean 0.84 ± 0.22) for myc, 0.7 to 1.6 (mean 1.06 ± 0.23) for 
ccndl and 0.6 to L3 (mean 0.9 1 ± 0. 19) for erbBl, Since N values 
for myc, ccndl and erbBl in normal leukocyte DNA consistently 
fell between 0.5 and 1.6, values of 2 or more were considered to 
represent gene amplification in tumor DNA. 

myc, ccndl and erbB2 gene dose in breast-tumor DNA 

myc, ccndl and erbBl gene copy numbers in the 108 primary 
breast tumors are reported in Table I. Extra copies of ccndl were 
more frequent (23%, 25/108) than extra copies of erbBl (15%, 
16/108) and myc (10%, 11/108), and ranged from 2 to, 18.6 for 
ccndl, 1 to 15.1 for erbBl, and only 2 to 4.6 for the myc gene. 
Figure 2 and Table II represent tumors in which the ccndl gene was 
amplified 16-fold (T145), 6-fold (TI33) and non-amplified (T118). 
The 3 genes were never found to be co-amplified in the same rumor. 
erbBl and ccndl were co-amplified in only 3 cases, myc and ccndl 
in 2 cases and myc and erbBl in 1 case. This favors the hypothesis 
that gene amplifications are independent events in breast cancer. 
Interestingly, 5 tumors showed a decrease of at least 50% in the 
erbBl copy number (N < 0.5), suggesting that they bore deletions 
of the 17q2I region (the site of erbBl). No such decrease in copy 
number was observed with the other 2 proto-oncogenes. 

. Comparison of gene dose determined by real-time quantitative 
PCR and Southern-blot analysis 

Southern-blot analysis of myc, ccndl and erbBl amplifications 
had previously been done on the same 108 primary breast tumors. A 
perfect correlation between the results of real-time PCR and 
Southern blot was obtained for tumors with high copy numbers 
(N ^ 5). However, there were cases (1 myc, 6 ccndl and 4 erbBl) 
in which real-time PCR showed gene amplification whereas 
Southern-blot did not, but these were mainly cases with low extra 
copy numbers (N from 2 to 2.9). 

DISCUSSION 

The clinical applications of gene amplification assays are 
currently limited, but would certainly increase if a simple, standard- 
ized and rapid method were perfected. Gene amplification status 
has been studied mainly by means of Southern blotting, but this 
method is not sensitive enough to detect low-level gene amplifica- 
tion nor accurate enough to quantify the full range of amplification 
values. Southern blotting is also time-consuming, uses radioactive 



TABLE I - DISTRIBUTION OF AMPLIFICATION LEVEL (N) FOR myc. 
ccndl AND crb&2 GENES IN 108 HUMAN BREAST TUMORS 



Gene 




Amplification level (N) 




<0.5 


0.5-1.9 2-4.9 


as 


myc 


0 


97(89.8%) 11 (10.2%) 


0 


ccndl 


0 


83(76.9%) 17(15.7%) 


8 (7.4%) 


erbBl 


5 (4.6%) 


87 (80.6%) 8 (7.4%) 


8 (7.4%) 
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reagents and requires relatively large amounts of high-quality 
genomic DNA. which means it cannot be used routinely in many 
laboratories. An amplification step is therefore required to deter- 
mine the copy number of a given target gene from minimal 
quantities of tumor DNA (small early-stage tumors, cytopuncture 
specimens or formalin-fixed, paraffin-embedded tissues). 

In this study, we validated a PCR method developed for the 
quantification of gene over-representation in rumors. The method, 
based on real-time analysis of PCR amplification, has several 
advantages over other PCR-based quantitative assays such as 
competitive quantitative PCR (Celi et ai. 1 994). First, the real-time 
PCR method is performed in a closed-tube system, avoiding the 
risk of contamination by amplified products. Re-amplification of. 
carryover PCR products in subsequent experiments can also be 
prevented by using the enzyme uracil N-glycosylase (UNG) 
(Longo et ai, 1990). The second advantage is the simplicity and 
rapidity of sample analysis, since no post-PCR manipulations are 
required. Our results show that the automated method is reliable. 
We found it possible to determine, in triplicate, the number of 
copies of a target gene in more than 1 00 tumors per day. Third, the 
system has a linear dynamic range of at least 4 orders of magnitude, 
meaning that samples do not have to contain equal starting amounts 
of DNA. This technique should therefore be suitable for analyzing 
formalin-fixed, paraffin-embedded tissues. Fourth, and above all, 
real-time PCR makes DNA quantification much more precise and 
reproducible, since it is based on C, values rather than end-point 
measurement of the amount of accumulated PCR product. Indeed, 
the ABI Prism 7700 Sequence Detection System enables Q to be 
calculated when PCR amplification is still in the exponential phase 
and when none of the reaction components is rate-limiting. The 
within-run CV of the C, value for calibrator human DNA (5 
replicates) was always below 5%, and the between-assay precision 
in 5 different runs was always below 10% (data not shown). In 
addition, the use of a standard curve is not absolutely necessary, 
since the copy number can be determined simply by comparing the 
Q ratio of the target gene with that of reference genes. The results 
obtained by the 2 methods (with and without a standard curve) are 
similar in our experiments (data not shown). Moreover, unlike 
competitive quantitative PCR, real-time PCR does not require an 
internal control (the design and storage of internal controls and the 
validation of their amplification efficiency is laborious)^ 

The only potential disavantage of real-time PCR, like all other 
PCR-based methods and solid-matrix blotting techniques (South- 
ern blots and dot blots) is that is cannot avoid dilution artifacts 
inherent in the extraction of DNA from tumor cells contained in 
heterogeneous tissue specimens. Only FISH and immunohistochem- 
istry can measure alterations on a cell-by-cell basis (Pauletti et ai, 
1996; Slamon et ai, 1989). However, FISH requires expensive 
equipment and trained personnel and is also time-consuming. 
Moreover, FISH does not assess gene expression and therefore 
cannot detect cases in which the gene product is over-expressed in 
the absence of gene amplification, which will be possible in the 
future by real-time quantitative RT-PCR. Immunohistochemistry is 
subject to considerable variations in the hands of different teams, 
owing to alterations of target proteins during the procedure, the 
different primary antibodies and fixation methods used and the 
criteria used to define positive staining. 

The results of this study are in agreement with those reported in 
the literature. (/) Chromosome regions 4qll-ql3 and 21q21.2 
(which bear alb and app, respectively) showed no genetic alter- 
ations in the breast-cancer samples studied here, in keeping with 
the results of CGH (Kallioniemi et ai, 1994). (ii) We found that 
amplifications of these 3 oncogenes were independent events, as 
reported by other teams (Berns et ai, 1992; Borg et ai, 1992). (Hi) 
The frequency and degree of myc amplification in our breast tumor 
DNA series were lower than those of ccndl and erbBl amplifica- 
tion, confirming the findings of Borg et ai (1992) and Courjal et ai 
(1997). (iv) The maxima of ccndl and erbBl over-representation 
were 1 8-fold and 15-fold, also in keeping with earlier results (about 
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Figure 2 - ccndl and alb gene dosage by real-time PCR in 3 breast tumor samples: Tt 18 (El 2, C6, black squares), Tl 33 (G 1 1 , B4, red squares) 
and Tl 45 (A8, C8, blue squares). Given the C, of each sample, the initial copy number is inferred from the standard curve obtained during the same 
experiment. Triplicate plots were performed for each tumor sample, but the data for only one are shown here. The results are shown in Table II. 



30-fold maximum) (Berns et ai, 1992; Borge/a/., 1 992; Courjal et 
ai f 1997). (v) The erbB2 copy numbers obtained with real-time 
PCR were in good agreement with data obtained with other 
quantitative PCR-based assays in terms of the frequency and 
degree of amplification (An et ai, 1995; Deng et ai, 1996; Valeron 



et ai, 1996). Our results also correlate well with those recently 
published by Gelmini et ai (1997), who used the TaqMan system to 
measure erbB2 amplification in a small series of breast tumors 
(n = 25), but with an instrument (LS-50B luminescence spectrom- 
eter, Perkin-Elmer Applied Biosystems) which only allows end- 
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TABLE II - EXAMPLES OF ccndl GENE DOSAGE RESULTS 
FROM 3 BREAST TUMORS' 



Tumor 


Copy 
number 


Mean 


SD 


Copy 
number 


Mean 


SD 


Uccndl/alb 


T118 


4525 






4223 










4605 


4603 


77 


4365 


4325 


89 


1.06 




4678 






4387 








T133 


59821 






9787 










61659 


61100 


1111 


10092 


10137 


375 


6.03 




61821 






10533 








T145 


128563 






7321 










125892 


125392 


3448 


7762 


7672 


316 


16.34 




121722 






7933 









'For each sample, 3 replicate experiments were performed and the mean 
and the standard deviation (SD) was determined. The level of ccndl gene 
amplification (Nccndl/alb) is determined by dividing the average ccndl 
copy number value by the average alb copy number value- 



point measurement of fluorescence intensity. Here we report myc 
and ccndl gene dosage in breast cancer by means of quantitative 
PCR. (vi) We found a high degree of concordance between 
real-time quantitative PCR and Southern blot analysis in terms of 
gene amplification, especially for samples with high copy numbers 
(> 5-fold). The slightly higher frequency of gene amplification 
(especially ccndl and erb&2) observed by means of real -time 
quantitative PCR as compared with Southem-blot analysis may be 
explained by the higher sensitivity of the former method. However, 
we cannot rule out the possibility that some tumors with a few extra 



gene copies observed in real-time PCR had additional copies of an 
arm or a whole chromosome (trisomy, tetrasomy or polysomy) 
rather than true gene amplification. These 2 types of genetic 
alteration (polysomy and gene amplification) could be easily 
distinguished in the future by using an additional probe located on 
the same chromosome arm, but some distance from the target gene. 
It is noteworthy that high gene copy numbers have the greatest 
prognostic significance in breast carcinoma (Borg el at, 1992; 
Slamon e/ a/., 1987). 

Finally, this technique can be applied to the detection of gene 
deletion as well as gene amplification. Indeed, we found a 
decreased copy number of erb&2 (but not of the other 2 proto- 
oncogenes) in several tumors; erbBl is located in a chromosome 
region (17q21) reported to contain both deletions and amplifica- 
tions in breast cancer (Bieche and Lidereau, 1 995). 

In conclusion, gene amplification in various cancers can be used 
as a marker of pre -neoplasia, also for early diagnosis of cancer, 
staging, prognostication and choice of treatment. Southern blotting 
is not sufficiently sensitive, and FISH is lengthy and complex. 
Real-time quantitative PCR overcomes both these limitations, and 
is a sensitive and accurate method of analyzing large numbers of 
samples in a short time. It should find a place in routine clinical 
gene dosage. 
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amino acid 299 to about amino acid 314, from about amino acid 348 to about amino acid 373, from about amino 
acid 406 to about amino acid 421 , from about amino acid 435 to about amino acid 456, and from about amino acid 
480 to about amino acid 497; an N-glycosylation site from about amino acid 500 to about amino acid 504; a cAMP- 
and cGMP-dependent protein kinase phosphorylation site from about amino acid 321 to about amino acid 325; N- 
5 myristoylation sites from about amino acid 13 to about amino acid 19, from about amino acid 18 to about amino 
acid 24, from about amino acid 80 to about amino acid 86, from about amino acid 1 1 1 to about amino acid 1 17, 
from about amino acid 118 to about amino acid 124, from about amino acid 145 to about amino acid 151, from 
about amino acid 238 to about amino acid 244, from about amino acid 251 to about amino acid 257, from about 
amino acid 430 to about amino acid 436, from about amino acid 433 to about amino acid 439, from about amino 

10 acid 448 to about amino acid 454, from about amino acid 458 to about amino acid 464, from about amino acid 468 
to about amino acid 474, from about amino acid 475 to about amino acid 48 1, from about amino acid 496 to about 
amino acid 502, and from about amino acid 508 to about amino acid 5 14; and a prokaryotic membrane lipoprotein 
lipid attachment site from about amino acid 302 to about amino acid 313. Clone DNA97003-2649 has been 
deposited with the ATCC on May 11, 1999 and is assigned ATCC deposit no. PTA-43. 

15 An analysis of the Dayhoff database (version 35.45 SwissProt 35), using a WU-BLAST2 sequence 

alignment analysis of the full-length sequence shown in Figure 70 (SEQ ID NO:70), evidenced significant 
homology between the PRO4980 amino acid sequence and the following Dayhoff sequences: SC59_YEAST, 
S76857, CELF31F4_12, AC002464_1. NU5M_CHOCR, S59109, SAY10108J2, AF055482.2, F69049. and 
G70433. 

20 EXAMPLE 26 

Gene Amplification 

This example shows that the PR0197-, PRO207-. PR0226-, PR0232-, PR0243-, PR0256-, PR0269-, 
PR0274^, PRO304-, PR0339-, PR01558-, PR0779-, PROl 185-, PR01245-, PR01759-, PR05775-. PR07133-, 
PR07168-, PR05725-, PRO202-, PRO206-, PR0264-, PR0313-. PR0342-, PR0542-, PR0773-, PR0861-, 

25 PRO1216-,PRO1686-,PRO180()-,PRO3562-,PRO9850-,PRO539-,PRO4316-orPRO4980-ena)dinggenesare 
amplified in the genome of certain human lung, colon and/or breast cancers and/or cell lines. Amplification is 
associated with overexpression of the gene product, indicating that the polypeptides are useful targets for 
therapeutic intervention in certain cancers such as colon, lung, breast and other cancers. Therapeutic agents may 
take the form of antagonists of PR0197, PRO207, PR0226, PR0232, PR0243, PR0256, PR0269, PR0274, 

30 PRO304, PR0339, PR01558, PR0779, PROH85, PR01245, PR01759, PR05775, PR07133, PR07168. 
PR05725, PRO202, PRO206, PR0264, PR0313, PR0342, PR0542, PR0773. PR0861, PR01216, PR01686, 
' PRO1800, PR03562, PRO9850, PR0539, PR04316 or PRO4980 polypeptides, for example, murine-human 
chimeric, humanized or human antibodies against a PR0197, PRO207, PR0226, PR0232, PR0243, PR0256, 
PRO269,PRO274,PRO304,PRO339,PRO1558,PRO779,PRO1185,PRO1245,PRO1759,PRO5775,PRO7133, 

35 PR07168, PR05725, PRO202, PRO206, PR0264, PR0313, PR0342, PR0542, PR0773, PR0861. PR01216, 
PR01686, PRO1800, PR03562, PRO9850, PR0539, PR04316 or PRO4980 polypeptide. 

The starting material for the screen was genomic DNA isolated from a variety of cancers. The DNA is 
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quantitated precisely, e.g., fluorometrically. As a negative control, DNA was isolated from the cells of ten normal 
healthy individuals which was pooled and used as assay controls for the gene copy in healthy individuals (not 
shown). The 5' nuclease assay (for example, TaqMan™) and real-time quantitative PCR (for example, ABI Prizm 
7700 Sequence Detection System™ (Perlrin Elmer, Applied Biosystems Division, Foster City, CA)), were used 
5 to find genes potentially amplified in certain cancers. The results were used to determine whether the DNA 
encoding PR0197, PRO207, PR0226, PR0232, PR0243, PR0256, PR0269, PR0274, PRO304, PR0339, 
PR01558, PR0779, PR01185, PR01245, PR01759, PR05775, PR07133, PR07168, PR05725, PRO202, 
PRO206, PR0264, PR03 13, PR0342, PR0542, PR0773, PR0861, PR01216, PR01686, PRO1800, PR03562, 
PRO9850, PR0539, PR04316 or PRO4980 is over-represented in any of the primary lung or colon cancers or 

10 cancer cell lines or breast cancer cell lines that were screened. The primary lung cancers were obtained from 
individuals with tumors of the type and stage as indicated in Table 6. An explanation of the abbreviations used for 
the designation of the primary tumors listed in Table 6 and the primary tumors and cell lines referred to throughout 
this example has been given hereinbefore. 

The results of the TaqMan™ are reported in delta (A) Ct units. One unit corresponds to 1 PCR cycle or 

15 approximately a 2-fold amplification relative to normal, two units corresponds to 4-fold, 3 units to 8-fold 
amplification and so on. Quantitation was obtained using primers and a TaqMan™ fluorescent probe derived from 
the PR0197-, PRO207-, PR0226\ PR0232-, PR0243-, PR0256-, PR0269-, PR0274-, PRO304-, PR0339-, 
PRO1558-,PRO779,PRO1185-,PRO1245-,PRO1759-,PRO5775-,PRO7133-,PRO7168-,PRO5725-,PRO202r, 

PRO206-, PR0264-, PR0313-, PR0342-, PR0542-, PR0773-, PR0861-, PR01216-, PR01686-, PRO1800-, 
20 PR03562-, PRO9850-, PR0539-, PR043 16- orPRO4980-encoding gene. Regions of PR0197, PRO207, PR0226, 
PR0232, PR0243, PR0256, PR0269, PR0274, PRO304, PR0339, PR01558, PR0779, PROl 185, PR01245, 
PR01759, PR05775, PR07133, PR07168, PR05725, PRO202, PRO206, PR0264,PR03 13, PR0342, PR0542, 
PRO773,PRO861,PRO1216,PRO1686,PRO1800,PRO3562,PRO9850,PRO539,PRO4316orPRO4980 which 

are most likely to contain unique nucleic acid sequences and which are least likely to have spliced out introns are 
25 preferred for the primer and probe derivation, e.g„ 3'-untranslated regions. The sequences for the primers and 
probes (forward, reverse and probe) used for the PR0197, PRO207, PR0226, PR0232, PR0243, PR0256, 
PRO269,PRO274,PRO304,PRO339,PRO1558,PRO779,PRO1185,PRO1245,PRO1759,PRO5775 f PRO7133, 

PR07168, PR05725, PRO202, PRO206, PR0264, PR0313, PR0342, PR0542, PR0773, PR0861, PR01216, 
PR01686, PRO1800, PR03562, PRO9850, PR0539, PR04316 or PRO4980 gene amplification analysis were 
30 as follows: 

PRQ197 (DNA22780-1078): 
22780.tmf: 

5'-GCCATCTGGAAACTTGTGGAC-3' (SEQ ID NO:133) 
22780.tnxp: 

35 S'-AGAAGACCACGACTGGAGAAGCCCCC-S' (SEQ ID NO: 134) 
22780.tnxr: 

S'-AGCCCCCCT^CACTCAG^' (SEQIDNO:135) 
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5 



PRQ2Q7 (DNA30879-1152): 
30879.tm.f: 

S'-GACCTGCCCCICCCTCTAGA-y 
30879.tm.p: 

5'<nX3CCTGGGCCTGTrCACGTGTT-3 f 



(SEQIDNO:136) 



(SEQIDNO:137) 



30879.tm.r 

S'-GGAATACTOTATTTATGTGGGATGGA-S 1 (SEQ ID NO:138) - 

PRQ226 (DNA33460-U66): 
33460.3utr-5: 

10 5'-GCAATAAAGGGAGAAAGAAAGTCCT-3' (SEQ ED NO: 139) 
33460.3utr-probe.rc: 

5^TGACCCGCCCACCTCAGCCA-3' (SEQIDNO:140) 
33460.3utr-3b: 

5 , -GCC^GAGGC^^CCTGCAGT-3 , (SEQ ID NO:141) 

15 PRQ232 (DNA34435-1 140): 
34435.3utr-5: 

S'-GCCAGGCCrcACATTCGT-S' (SEQ ID NO: 142) 

34435.3utr-probe: 

5-CTCCCTGAATGGCAGCCTGAGCA-3' (SEQ ID NO: 143) 

20 34435.3utr-3: 

5'-AGGTGTTTATTAAGGGCCTACGCT-3' (SEQ ID NO: 144) 

<T)MA35917-1207): 
35917.tiaf: 

5 , <:CAGTCCCrITGCTCC^XJ^G-3 , (SEQIDNO:145) 
25 35917.tm.p: 

5 f -TCCCICTACrcCCACCCCCACTACCT-3' (SEQ ID NO:146) 
35917.trar: 

S'-TGTGGAGCTGTGGITCCCA -3' - (SEQ ID NO: 147) 

PPQ2S6 (DNA35880-1 160): 
30 35880.3utr-5: 

S'-TCTCCTCCCGAGCTCCTCT-S' (SEQ ID NO: 148) 

35880,3utr-probe: 

5-CCATGCTGTGCGCCCAGGG-3' (SEQ ID NO:149) 
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35880.3utr-3: 

S'-GCACAAACTACACAGGGAAGTCC-S' (SEQ ID NO:150) 



PKQ9.6Q rDNA3826Q-1180): 
38260.tm.f: 
5 S'-CAGAGCAGAGGGTGCCTrG-S' 
38260.tiap: 

S'-TGGCGGAGTCCCCTCTTGGCT-S' 
38260.tm.r: 

5'-CCCTGTITCCCTATGCATCACT-3 , 



(SEQBDNO:151) 
(SEQIDNO:152) 
(SEQ ID NO: 153) 



10 PR0274 (DNA39987-1184): 
39987.tm.f: 

5'-GGACGGTCAGTCAGGATGACA-3' (SEQ ID NO:154) 

39987.tm.p: 

5 '-TTCGGCATCATX2TCTTCCCTCTCCC-3' (SEQ ID NO: 155) 

15 39987.tm.r: . 

5-ACAAAAAAAAGGGAACAAAATACGA-3 1 (SEQ ID NO:156) 



PRO304 (DNA3952Q-1217): 
39520.tm.f: 

5 , -TCAACCCCTGACCCTITCCTA-3 , 
20 39520.tm.p: 

S'-GGCAGGGGACAAGCCATCTCTCCT-S' 
39520.tm.r: 

5'^GGACTGAACTGCCAGCTTC -3* 



(SEQ ID NO: 157) 
(SEQ ID NO: 158) 
(SEQ ID NO: 159) 



PRQ339 (DNA43466-1225): 
25 43466.tm.fl: 

S'-^KKK^CCTAACCTCATTACCTTr-S' 
43466.tm.pl: 

5 , -TGTCTGCCTCAGCCCCAGGAAGG-3 , 
43466.toLrl: 
30 5-TCTGTCCACCATCTTGCCTTG -3* 



(SEQ ED NO: 160) 
(SEQIDNO:161) 
(SEQ ID NO: 162) 



PR01558 (DNA71282-1668): 
71282.tm,fl: 

S'-ACTGCTCCGCCTACTACGA -3' 



(SEQIDNO:163) 
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71282.tm.pl: 

5-AGGCATCCTCGCCGTCCTCA -3' , (SEQ ID NO: 164) 
71282.tm.rl: 

5-AAGGCCAAGGTGAGTCCAT -3' (SEQ ED NO:165) 

5 71282.tm.f2: 

5'-CGAGTGTGTGCGAAACCTAA -3* (SEQ ID NO: 166) 

71282.tm.p2: 

5'-TCAGGGTCTACATCAGCCrcCTGC -3' (SEQ ID NO: 167) 
71282.tm.r2: 

10 5-AAGGCCAAGGTGAGTCCAT -3* (SEQ ID NO:168) 

PRQ779 (DNA58801-1052): 
58801.tm.fl: 

5 , -CCCTA*rcGCTCCAGCCAA-3 , (SEQJDNO:169) 
15 58801.lm.pl: 

5'-CGAAGAAGCACGAACGAATGTCGAGA -3' (SEQ ID NO:170) 

58801.tm.rl: 

5^GAGAAGTTGAGAAATGTCTTCA-3' (SEQ ID NO:171) 

PROU85 (DNA62881-1515^: 
20 62881.tm.fl: 

5 AC AG ATCC AGG AG AGACTCC AC A -3' (SEQ ID NO: 172) 

62881.tm.pl: 

5-AGCGGCGCTCCCAGCCTGAAT -3' (SEQ ID NO:173) 
62881.trarl: 

25 5'-CATGATIGGTCCTCAGTrCCATC -3' (SEQ ID NO: 174) 

PRQ1245 (DNA64884-1527): 
64884.tm.fl: 

5-ATAGAGGGCTCCCAGAAGTG -3' (SEQ ID NO: 175) 

64884.tm.pl: 

30 5'-CAGGGCCITCAGGGCCTTCAC-3' (SEQ ID NO:176) 
64884.tm.rl: 

5 , -GCTCAGCCAAACACTGTCA-3 , (SEQ ID NO:177) 
64884.tm.f2: 

S'-GGGGCCCIGACAGTGTT -3' (SEQ ID NO: 178) 
35 64884.tm.p2: 

5'-CTGAGCCGAGACTGGAGCATCTACAC-3' (SEQ ID NO: 179) 
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64884.toLr2: 

5'-GTGGGCAGCGTCTTGTC-3 r (SEQ ID NO:180) 

PRQ1759 (DNA76531-1701): 
76531.tm.fl: 

5 5'-CCTACTGAGGAGCCCTATGC -3' (SEQ ID NO:181) 

76531.tm.pl: 

5^CTCAGCTGTAACCCCACTCCAGG -3' (SEQ ID NO: 182) 
76531.tm.rl: 

5-AGAGTCTGTCCCAGCTATCTTGT -3' (SEQ ID NO:183) 

10 PRQ5775 (DNA96869-2673* 
96869.tm.fl: 

5-GGGGAACCATTCCAACATC -3' (SEQ ID NO: 184) 
96869.tmpl: 

5-CGATTCAGCAGGGTGAACCACAG -3' (SEQ ID NO: 185) 

15 96869.tm.rl: 

5-TCTCCGTGACC ATGAACTTG-3 ' (SEQ ID NO:186) 

PRQ7133 (DNA128451-2739): 
128451.tm.fl: 

5-TTAGGGAATTTGGTGCTCAA -3' (SEQIDNO:187) 

20 128451.tm.pl: 

5'-lTGCTX:TCCCTIGCTCTTCX^ -3' (SEQ ID NO: 188) 

128451.tm.rl: 

S'-TCCTGCAGTAGGTATTTTCAGTTT -3' (SEQ ID NO:189) 

25 PRQ7168 (DNA102846-2742): 
102846.tm.fl: 

5M3AGCCGGTGGTCTCAAAC-3' (SEQ ID NO: 190) 
102846.tm.pl: 

5 , ^CGGGGGTCXTAGTCCCCT^C-3 , (SEQ ID NO: 191) 

30 102846.tm.rl: 

5^TT^ACTGCTGCGCTCCAA-3 , (SEQ ID NO: 192) 

PRQ5725 mNA92265-2669): 
92265.tm.fl: 

5'-CAGCTGCAGTGTQGGAAT -3' (SEQ ID NO:193) 
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92265.tm.pl: 

5-CACTACAGCAAGAAGCTCGCCAGG -3' 



(SEQIDNO:194) 



92265.tm.rl: 

5-CGCACAGAGTGTGCAAGTTAT -3' 



(SEQIDNO:195) 



5 



PRO202 fDNA30869): 
30869.tm.f: 

5-CGGAAGGAGGCCAACCA-3' 



(SEQIDNO:196) 



30869.tm.p: 

5*-CGACAGTGCCATCCCCACCTTCA-3' 



(SEQIDNO:197) 



10 



30869.trar: 

5VlTCTITCTCCATCCCTX:CGA-3' 



(SEQIDNO:198) 



PRO206 fPNA34405>: 
34405.tm.f: 

5'-GCATGGCCCCAACGGT -3' 



(SEQIDNO:199) 



15 34405.trap: 

5'-CACGACTCAGTATCCATGCTCTIXjACCTTGT-3' (SEQ ID NO:200) 
34405.tnu-: 

5 -TGG CTGTAAATACGCGTGTTCT-3 ' (SEQ ID NO:201) 

PRQ264 (DNA36995^: 

20 36995.3trn-5: 

5'-CCTGTGAGATrGTGGATGAGAAGA-3' (SEQ ID NO:202) 

36995.3trn-probe: 

5^CCACACCAGCCAGACTCCAGTTGACC-3' (SEQ ID NO:203) 
36995.3tra-3: 

25 5'-GGGTGGTGCCCTCCTGA-3* (SEQ ID NO:204) 

PRQ313(DNA4332(»: 
43320.traf: 

S'-CCATTGTTCAGACGTTGGTCA-S' (SEQ ID NO:205) 
43320.tm.p: 

30 S'-CICTOTTAACTCTAAGATICCTA^ -3* (SEQ ID NO:206) 

43320.trar: 

5-ATCGAGATAGCACTGAGTTCTGTCG -3' (SEQ ID NO:207) 
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PRO^ fDNA386491: 
38649.tm.f: 

5-CTCGGCTCGCGAAACTACA-3' (SEQ ID NO:208) 
38649.tm.p: 

5 5 , -TGCCCGCACAGACTTCTACTGCCTG-3 , (SEQ ID NO:209) 
38649-tnLr: 

S-GGAGCTACATATCATCCTTGGACA-S' (SEQ ID NO:210) 
38649.tm.f2: 

5-GAGATAAACGACGGGAAGCTCTAC-3 1 (SEQ ID NO:211) 

10 38649.tm.p2: 

S'-ACGCCTACGlt^CTACAGCGACTGC-S' (SEQ ID NO:212) 

" 38649.tm.r2: 

S'-GCnXjCGGCnTAGGATGAAGT-S 1 (SEQ ID NO:213) 

15 PRCtt42 fDNA56505): 
56505.tm.fl: 

5 , ^CTIGGCC^CCAT^TCTGTC-3 , (SEQ ID NO:214) 
56505.tm.pl: 

5-TCCTGCTCAGGCCCATGCTATGAGT -3' (SEQ ID NO:215) 

20 56505.tmj:l: 

5'-GGGTGTAGTCCAGAACAGCTAGAGA-3 f (SEQ ID NO:216) 

PRQ773 (DNA48303): 
48303.tm.fl: 

5'-€CCATrCCCAGCTrcnTG-3' (SEQ ID NO:217) 

25 48303.tm.pl: 

5'-CTCAGAGCCAAGGCTCCCCAGA -3' (SEQ ID NO:218) 

48303.tm.rl: 

5-TCAAGGACTGAACCATGCTAGA -3* (SEQ ID NO:219) 

30 PROR61 fDNA50798): 
50798.tm.fl: 

5-ACCATGTACTACGTGCCAGCTCTA -3' (SEQ ID NO:220) 
50798.tm.pl: 

S'-ATICIGACTOXTTCTG (SEQ ID NO:221) 

35 50798.tm.rl: 

5VGGCTTGAACTCTCCTTATAGGAGTGT-3' (SEQ ID NO:222) 
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PRQ1216 fDNA66489): 
66489.tm.fl: 

S'-CTAACTGCCCAGCTCCAAGAA -3' (SEQ ID NO:223) 
66489.tm.pl: 

5. 5-TCACAGCACTCTCCAGGCACCTCAA -3 ! (SEQ ID NO:224) 
66489.tm.rl: 

S'-TCTGGGCCACAGATCCACrr-S' (SEQ ID NO:225) 

PRQ1686 (DNA80896): 
80896.tm.fl: 

10 5 , -GCrcAGCCCTAGACCCTGACTT-3 , (SEQ ID NO:226) ' 
80896.tm.pl: 

5-CAGGCTCAGCTGCTGTTCT -3' (SEQ ID NO:227) 

80896.tiarl: 

5'-CGTGGACAGCAGGAGCCT-3' (SEQ ID NO:228) 

15 PRO180Q (DNA35672-2508): 
35672.trafl: 

S'-ACTCGGGArrCCIGCTGTT-S' (SEQ ID NO:229) 
35672.tm.rl: 

5'-GGCCTGTCCTGTGTTCTCA-3' (SEQ ID NO:230) 

20 35672.tm.pl: 

S'-AGGCCnTACCCAAGGCCACAAC-S' (SEQ ID NO:231) 



FRQ3562 fDNA96791): 
96791.tm.fl: 

25 S'-GACCCACGCGCTACGAA -3' (SEQ ID NO:232) 
96791.tm.pl: 

5-CGGTCTCCTTCATGGACGTCAACAG -3' (SEQ ID NO:233) 
96791.tm.rl: 

5'-GGTCCACGGTTCTCCAGGT -3' (SEQ ID NO:234) 



30 PRQ985Q (DNA58725): 
58725.tm.fl: 

5-ATGATTGGTAGGAAATGAGGTAAAGTACT-3' (SEQ ID NO:235) 
58725.tra.pl: 

5'<:CATCTTTCTCIX3GCACATTGAGGAACTG -3' (SEQ ID NO:236) 
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58725.tm.rl: 

S'-TGATCTAGAACTTAAACTTrGGAAAACAAC-S' (SEQ ID NO:237) 

PROS3Q fDNA47465-156n: 
47465.tm.fl: 

5 S-TCCCAQZACTTACTrCCATGAA-S' (SEQ ID NO:238) 
47465.tm.rl: 

5 l -ATTGTCCTCAGATTCGAGCAAGA-3' (SEQ ID NO:239) 
47465.tm.pl: 

5 , <TGra3TACCCAAT^GCCGCCITGT-3 , (SEQ ID NO:240) 

10 PRQ4316 (DNA94713-256H: 
94713.tm.fl: 

5-GGTCACCTGTGGGACCTT-3' (SEQ ID NO:241) 
94713.tm.rl: 

5-TGCACCTGACAGACAAAGC-3' (SEQ ID NO:242) 

15 94713.tm.pl: 

S'-TCCCTCACTCCCCrcCCTCCTAGT-S' (SEQ ID NO:243) 

PRO4980 fDNA97003-2649): 
97003.tm.fl: 

5'-AAGCCTITGGGTCACACTCT-3' (SEQ ID NO:244) 

20 97003.tm.rl: 

S'-TGGTCCACT^TCTCGTTCA-S' (SEQ ID NO:245) 

97003.tm.pl: 

5-CGGAGCTTCCTGTCCCTITITCTO (SEQ ID NO:246) 

25 The 5* nucleaseassay reaction is a fluorescent PCR-based technique which makes useof the 5' exonuclease 

activity of Taq DNA polymerase enzyme to monitor amplification in real time. Two oHgonucleotide primers are 
used to generate an amplicon typical of a PCR reaction. A third oligonucleotide, or probe, is designed to detect 
nucleotide sequence located between the two PCR primers. The probe is non-extendible by Taq DNA polymerase 
enzyme, and is labeled with a reporter fluorescent dye and a quencher fluorescent dye. Any laser-induced emission 

30 from the reporter dye is quenched by the quenching dye when the two dyes are located close together as they are 
on the probe. During the amplification reaction, the Taq DNA polymerase enzyme cleaves the probe in a 
template-dependent manner. The resultant probe fragments disassociate in solution, and signal from the released 
reporter dye is free from the quenching effect of the second fluorophore. One molecule of reporter dye is liberated 
for each new molecule synthesized, and detection of the unquenched reporter dye provides the basis for quantitative 

35 interpretation of the data. 
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The 5* nuclease procedure is run on a real-time quantitative PCR device such as the ABI Prism 7700TM 
Sequence Detection. Hie system consists of a thermocycler, laser, charge-coupled device (CCD) camera and 
computer. The system amplifies samples in a96-well format on a thermocycler. During amplification, laser-induced 
fluorescent signal is collected in real-time through fiber optics cables for all 96 wells, and detected at the CCD. The 
5 system includes software for running the instrument and for analyzing the data. 

5' Nuclease assay data are initially expressed as Ct, or the threshold cycle. This is defined as the cycle at 
which the reporter signal accumulates above the background level of fluorescence. The ACt values are used as 
quantitative measurement of the relative number of starting copies of a particular target sequence in a nucleic acid 
sample when comparing cancer DNA results to normal human DNA results. 
10 Table 6 describes the stage, T stage and N stage of various primary tumors which were used to screen the 

PR0197, PRO207, PR0226, PR0232, PR0243, PR0256, PR0269, PR0274, PRO304, PR0339, PR01558, 
PR0779, PR01185, PR01245, PR01759, PR05775, PR07133, PR07168, PR05725, PRO202, PRO206, 
PR0264, PR0313, PR0342, PR0542, PR0773.PR0861, PR01216, PRO1686.PRO1800, PR03562, PRO9850, 
PR0539, PR04316 or PRO4980 compounds of the invention. 
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Tabled 

Primary Lung and Colon Tumor Profiles 

Primary Tumor Stag 
Human lung tumor AdenoCa (SRCC724) [LT1] HA 
5 Human lung tumor SqCCa (SRCC725) [LTla] IIB 
Human lung tumor AdenoCa (SRCC726) [LT2] IB 
Human lung tumor AdenoCa (SRCC727) [LT3] HIA 
Human lung tumor AdenoCa (SRCC728) [LT4] B 
Human lung tumor SqCCa (SRCC729) [LT6] IB 

10 Human lung tumor Aden/SqCCa (SRCC730) [LT7] IA 
Human lung tumor AdenoCa (SRCC73 1 j [LT9] IB 
Human lung tumor SqCCa (SRCC732) [LT10] IB 
Human lung rumor SqCCa (SRCC733) [LT1 1] IIA 
Human lung tumor AdenoCa (SRCC734) [LT12] IV 

15 Human lung tumor AdenoSqCCa (SRCC735)[LT13] IB 
Human lung tumor SqCCa (SRCC736) [LT15] IB 
Human lung tumor SqCCa (SRCC737) [LT16] IB 
Human lung tumor SqCCa (SRCC738) [LT17] IB 
Human lung tumor SqCCa (SRCC739) [LT18] IB 

20 Human lung tumor SqCCa (SRCC740) [LT19] IB 
Human lung tumor LCCa (SRCC741) [LT21] IIB 
Human lung AdenoCa (SRCC811) fLT22] 1 A 

Human colon AdenoCa (SRCC742) [CT2] 
Human colon AdenoCa (SRCC743) [CT3] 

25 Human colon AdenoCa (SRCC 744) [CT8] 
Human colon AdenoCa (SRCC745) [CT10] 
Human colon AdenoCa (SRCC746) [CT12] 
Human colon AdenoCa (SRCC747) [CT14] 
Human colon AdenoCa (SRCC748) [CT15] 

30 Human colon AdenoCa (SRCC749) [CT16] 
Human colon AdenoCa (SRCC750) [CT17] 
Human colon AdenoCa (SRCC751) [CT1] 
Human colon AdenoCa (SRCC752) [CT4] 
Human colon AdenoCa (SRCC753) [CT5] 

35 Human colon AdenoCa (SRCC754) [CT6] 
Human colon AdenoCa (SRCC755) [CT7] 
Human colon AdenoCa (SRCC756) [CT9] 
Human colon AdenoCa (SRCC757) [CT1 1] 
Human colon AdenoCa (SRCC758) [CT18] 



40 DNA Preparation : 

DNA was prepared from cultured cell lines, primary tumors, and normal human blood The isolation was 
performed using purification khVbuffer set.and protease and all from Qiagen, according to the manufacturer's 
instructions and the description below. 

Cell culture lysis; 

45 Cells were washed and trypsinized at a concentration of 7.5 x 10 8 per tip and pelleted by centrifuging at 

1000 rpm for 5 minutes at 4°C, followed by washing again with 1/2 volume of PBS and recentrifugation. The 
pellets were washed a third time, the suspended cells collected and washed 2x with PBS. The cells were then 
suspended into 10 ml PBS. Buffer CI was equilibrated at 4°C. Qiagen protease #19155 was diluted into 6.25 ml 
cold ddUO to a final concentration of 20 rng/ml and equilibrated at 4°C. 10 ml of G2 Buffer was prepared by 
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diluting Qiagen RNAse A stock (100 mg/ml) to a final concentration of 200 ^g/ml 

Buffer CI (10 ml, 4°C) and ddH20 (40 ml, 4°C) were then added to the 10 ml of cell suspension, mixed 
by inverting and incubated on ice for 10 minutes. The cell nuclei were pelleted by centrifuging in a Beckman 
swinging bucket rotor at 2500 rpm at 4°C for 15 minutes. The supernatant was discarded and the nuclei were 
5 suspended with a vortex into 2 ml Buffer CI (at 4°C) and 6 ml ddHjO, followed by a second 4°C centrifugation at 
2500 rpm for 15 minutes. The nuclei were then resuspended into the residual buffer using 200 im\ per tip. G2 buffer 
(10ml) was added to the suspended nuclei while gentle vortexing was applied. Upon completion of buffer addition, 
vigorous vortexing was applied for 30 seconds. Qiagen protease (200 & prepared as indicated above) was added 
and incubated at 50°C for 60 minutes. The incubation and centrifugation were repeated until the lysates were clear 
10 (e.g., incubating additional 30-60 minutes, pelleting at 3000 x g for 10 min., 4°C). 
Solid humati tumor sample preparation and lysis: 

Tumor samples were weighed and placed into 50 ml conical tubes and held on ice. Processing was limited 
to no more than 250 mg tissue per preparation (1 tip/preparation). The, protease solution was freshly prepared by 
diluting into 6.25 ml cold ddH 2 0 to a final concentration of 20 mg/ml and stored at 4°C. G2 buffer (20 ml) was 

15 prepared by diluting DNAse A to a final concentration of 200 mg/ml (from 100 mg/ml stock). The tumor tissue 
was homogenated in 19 ml G2 buffer for 60 seconds using the large tip of the polytron in a laminar-flow TC hood 
in order to avoid inhalation of aerosols, and held at room temperature. Between samples, the polytron was cleaned 
by spinning at 2 x 30 seconds each in 2L ddH 2 0, followed by G2 buffer (50 ml). If tissue was still present on the 
generator tip, the apparatus was disassembled and cleaned. 

20 Qiagen protease (prepared as indicated above, 1 .0 ml) was added, followed by vortexing and incubation 

at 50°C for 3 hours. The incubation and centrifugation were repeated until the lysates were clear (e.#., incubating 
additional 30-60 minutes, pelleting at 3000 x g for 10 min., 4°C). 
Human blood preparation and lysis: 

Blood was drawn from healthy volunteers using standard infectious agent protocols and citrated into 10 
25 ml samples per tip. Qiagen protease was freshly prepared by dilution into 6.25 ml cold ddH 2 0 to a final 
concentration of 20 mg/ml and stored at 4°C. G2 buffer was prepared by diluting RNAse A to a final concentration 
of 200 Mg/ml from 100 mg/ml stock. The blood (10 ml) was placed into a 50 ml conical tube and 10 ml CI buffer 
and 30 ml ddH 2 0 (both previously equilibrated to 4°C) were added, and the components mixed by inverting and 
held on ice for 10 minutes. The nuclei were pelleted with a Beckman swinging bucket rotor at 2500 rpm, 4°C for 
30 15 minutes and the supernatant discarded. With a vortex, the nuclei were suspended into 2 ml CI buffer (4°C) and 
6 ml ddH 2 0 (4°C). Vortexing was repeated until the pellet was white. The nuclei were then suspended into the 
residual buffer using a 200 }A tip. G2 buffer (10 ml) was added to the suspended nuclei while gently vortexing, 
followed by vigorous vortexing for 30 seconds. Qiagen protease was added (200 fA) and incubated at 50°C for 60 
minutes. The incubation and centrifugation were repeated until the lysates were clear (e.g., incubating additional 
35 30-60 minutes, pelleting at 3000 x g for 10 min., 4°C). 
Purification of cleared lysates: 
(1) Isolation of genomic DNA : 

Genomic DNA was equilibrated (1 sample per maxi tip preparation) with 10 ml QBT buffer. QF elution 
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buffer was equilibrated at 50°C. The samples were vortexed for 30 seconds, then loaded onto equilibrated tips and 
drained by gravity. Hie tips were washed with 2 x 15 ml QC buffer. The DNA was eluted into 30 ml silanized, 
autoclaved 30 ml Corex tubes with 15 m] QF buffer (50°C). Isopropanol (10.5 ml) was added to each sample, the 
tubes covered with parafin and mixed by repeated inversion until the DNA precipitated. Samples were pelleted by 
5 centrifugation in the SS-34 rotor at 15,000 rpm for 10 minutes at 4°C The pellet location was marked, the 
supernatant discarded, and 10 ml 70% ethanol (4°C) was added. Samples were pelleted again by centrifugation on 
the SS-34 rotor at 10,000 rpm for 10 minutes at 4°C. The pellet location was marked and the supernatant discarded. 
The tubes were then placed on their side in a drying rack and dried 10 minutes at 37°C, taking care not to overdry 
the samples. 

10 After drying, the pellets were dissolved into 1.0 ml IE (pH 8.5) and placed at 50°C for 1-2 hours. Samples 

were held overnight at 4°C as dissolution continued. The DNA solution was then transferred to 1.5 ml tubes with 
a 26 gauge needle on a tuberculin syringe. The transfer was repeated 5x in order to shear the DNA. Samples were 
then placed at 50°C for 1-2 hours. 

(2) Quantitation of genomic DNA and preparation for gene am plification assay: 

15 The DNA levels in each tube were quantified by standard A 2G J A 280 spectrophotometry on a 1:20 dilution 

(5 /il DNA + 95 Ml ddH 2 0) using the 0.1 ml quartz cuvettes in the Beckman DU640 spectrophotometer. A^A^ 
ratios were in the range of 1.8-1.9. Each DNA sample was then diluted further to approximately 200 ng/ml in TE 
(pH 8.5). If the original material was highly concentrated (about 700 ng/^1), the material was placed at 50°C for 
several hours until resuspended. 

20 Huorometric DNA quantitation was then performed on the diluted material (20-600 ng/ml) using the 

manufacturer's guidelines as modified below. This was accomplished by allowing a Hoeffer DyNA Quant 200 
fluorometerto warm-up for about 15 minutes. The Hoechst dye working solution (#H33258, 10/^1, prepared within 
12 hours of use) was diluted into 100 ml 1 x TOE buffer. A 2 ml cuvette was filled with the fluorometer solution, 
placed into the machine, and the machine was zeroed. pGEM 3Zf(+) (2 mI lot #360851026) was added to 2 ml of 

25 fluorometer solution and calibrated at 200 units. An additional 2 fi\ of pGEM 3Zf (+) DNA was then tested and the 
reading confirmed at 400 +/- 10 units. Each sample was then read at least in triplicate. When 3 samples were found 
to be within 10% of each other, their average was taken and this value was used as the quantification value. 

The fluorometricly determined concentration was then used to dilute each sample to 10 ng/^1 in ddH 2 0. 
This was done simultaneously on all template samples for a single TaqMan™ plate assay, and with enough material 

30 to run 500-1000 assays. The samples were tested in triplicate with Taqman™ primers and probe both B-actin and 
GAPDH on a single plate with normal-human DNA and no-template controls. Hie diluted samples were used 
provided that the CT value of normal human DNA subtracted from test DNA was +/- 1 Ct The diluted, lot- 
qualified genomic DNA was stored in 1.0 ml aliquots at -80°C. Aliquots which were subsequently to be used in 
the gene amplification assay were stored at 4°C. Each 1 ml aliquot is enough for 8-9 plates or 64 tests. 

35 Gene amplification assay; 

The PR0197, PRO207, PR0226, PR0232, PR0243, PR0256, PR0269, PR0274, PRO304, PR0339, 
PR01558, PR0779, PR01185, PR01245, PR01759, PR05775, PR07133, PR07168, PR05725, PRO202, 
PRO206, PR0264, PR0313, PR0342, PR0542, PR0773, PR0861, PR01216, PR01686, PRO1800, PR03562, 
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PRO9850, PR0539, PR04316 or PRO4980 compounds of the invention were screened in the following primary 
tumors and the resulting ACt values are reported in Table 7A-7C. 



-152- 



WO 01/53486 



PCT/US00/03565 



PR01245 


1 
t 


J 
i 


] 
i 


J 
i 


i 




i 


1 


1 


1 


I 


1 


PR01185 


1 


i 
1 


1 
1 




1 


f 


j 


j 

1 


! 
i 


] 

i 


| 


! 


PR0779 


i 
1 


1 


1 
J 


i— 1 


l 
i 


1 
i 


I 
i 


1 

« 


j 


] 


| 


| 


oo 
*n 
m 

I 


i 
1 


i 


i 
I 






] 


j 
J 


J 

f 


1 
i 


| 
1 


1 
■ 


1 


o\ 
m 
m 

I 


i 


i 


i 
1 


i 
i 


» 
1 


1 
1 


1 
1 


1 

1 


l 
1 


! 
( 


1 
■ 


| 


PRO304 


i 


i 


1 


! 


I 

i 


i 
1 


l 


1 


i 
I 


| 
i 


| 

i 


1 

i 


PR0274 


I 


i 


I 


1 


i 
I 


1 
1 


i 
1 


1 
I 


1 


1 


I 


I 

i 


PR0269 


1 


1 


1 


i 


1 


1 


1 


1 
1 


1 


1 
1 


I 
I 


1 
1 


PR0256 


1 




1 


i 


t 


1 


1 


1 


i 
i 


I 
i 


1 

1 




e 


1 


i 
i 


i 
1 


i 
I 


i 
1 


t 


1 


1 

1 


1 
i 


1 
I 




| 


PR0232 


i 


1 


i 


t 


I 


1 

I 


1 
i 


1 


| 
i 


| 


| 


| 


PR0226 


i 
1 


I 


1 


i 
t 


i 
i 


i 


i 


1 

I 


| 


| 




j 


PRO207 


i 


I 


i 


1 


1 


1 


i 


I 


I 


1 


I 


I 


g 
O 

pi 


1 


I 


I 


1 


1 


i 


i 


i 


i 


1 


I 


i 


Primary 
Tumor 


HF-000 
631' 


HF-000 
641 


HF-000 
643 


HF-000 
840 


HF-000 
842 


HBUOO 


CO 

1 


T47D 


MB468 


MB175 


MB361 


BT20 



•3 

a) 



3 



1 



o 

*3 
o 

1 

3 
.9 



-153- 



WO 01/53486 



PCT/US00/03565 



PR01245 


1 

1 


1 


1 


1 


1 
i 


1 


| 
i 


| 


1 


| 






1 


| 


PR01185 


! 


1 
1 


1 


1 


I 
i 


1 


1 
i 


I 

1 


1 


| 




| 


1 


i 


PR0779 


i 
1 


i 
1 


1.87 
1.56 


1.13 
1.38 
1.21 


00 


1.03 
1.90 


cn 




2.24 
1.70 


r-l 
tH 




00 


i 


| 


PR01558 


1 


i 


j 


1 


1 

i 


I 


i 


1 


! 


1 

1 


I 
l 


1 

1 


! 
I 


I 
i 


PR0339 


i 


1 


1 


1 


i 


! 




1 
1 


1 


I 

1 


1 
l 


I 


1 


1 

] 


PRO304 


1 


1 


1 


1 


1 


1 


i 
• 


t 
i 


I 


t 


I 
1 


1 


J 


1 
i 


PR0274 


1 


! 


1 


1 


• 

i 


1 


i 


l 


1 


1 


t 


J 


1 

* 1 


1 


PR0269 


i 


i 


I 


1 


1 


1 


i 
I 


i 
1 


! 


1 
t 


1 
1 


i 


I 


I 

i 


PR0256 


i 


! 


1 


cn 


i 


00 


i 
l 




in 


J 
1 


t 


1 
I 


1 
i 


1 
i 


1 


i 


i 


1 


l 


1 


1 


t 


1 


i 
1 


] 


1 . 
I 


1 




1 
i 


i 


i 


! 


1 


l 


i 


1 


l 
i 


1 

' l 


I 


1 
I 


1 

i 




i 


i 


PR0226 


1 


1 


pi 


s 

ci 


1 


m 




CN 


cn 




oo 


| 


i 


i 


PRO207 


1 


l 


3 


5! 


§ 


1 


1 


1 


oo 


cn 


I 


1 


i 


i 


PR0197 


! 


l 


1 


I 


i 


1 


! 


1 


1 


i 


i 


1 


i 


i 


Primary 
Tumor 


MCF7 


SKBR3 


SW480 


SW620 


o 

CN 

"8 
<3 


HT29 


HM7 


1 


vo 

1 


1 SKCOl 


SW403 


LS174T 


*o 
U 


vn 

1 



a 

o 



-154- 



WO 01/53486 



PCT/US00/03565 • 



PR01245 


1 


| 
1 


1 


1 

1 


1 
i 


I 

1 










o 


l 






v> 

00 

i 


1 


I 
1 


i 


! 
1 


1 
I 


| 
1 


J 
( 


l 
i 




i 


1 
i 


i 


| 


| 


PR0779 


1 


1 


I 


t 
1 






1 


I 
i 


i 




| 
i 


t 
I 


1 
i 


| 


PR01558 


1 


i 


t 
I 


| 


1 


1 
\ 


\ 
» 


I 

l 


I 
i 


1 


! 


1 
» 


1 
i 


1 
i 


PR0339 


! 


! 


1 


i 
1 


i 


1 

! 


i 
I 


1 
1 


i 


| 

1 


1 
1 


1 
1 


1 
i 


1 

i 


PRO304 


i 


1 


i 


! 


i 


i 


i 


1 


i 


1 


J 


1 


i 

1 . 


I 
I 


PR0274 


I 


1 


1 


1 


i 


I 


i 

1 


I 


i 

i 


1 


1 
1 


! 
I 


j 


I 
I 


PR0269 


i 


i 


i 


i 


• 

I 


1 


1 


i 
1 


i 
i 


! 
1 


1 
I 


1 
1 


1 


1 
l 


PR0256 


1 


1 


t 


i 


> 

i 


i 


i 


1 


i 
i 


1 
1 


1 
1 


i 


1 
1 


1 
i 


PR0243 


1 


1 


i 
1 


* t 


i 
1 


i 
I 


i 


1 


i 
i 


1 
1 


| 

I 


i 

1 


| 


I 
• 


PR0232 


i 


i 


! 
1 


i 
i 


I 


i 


I 


1 


1 


I 
1 


1 
I 


1 


| 


i 


PR0226 


■ 

i 


1 


! 
1 


! 
1 


i 


j 
i 


I 
1 


! 
I 


1 
i 


1 
1 


1 


| 


| 


i 


PRO207 


i 


1 


I 


i 


i 


1 


1 


1 


1 


1 


1 


! 


I 


i 


PR0197 


i 


i 


i 


I 


! 


I 


1 


i 


i 


1 


1 


! 


! 


i 


Primary 
Tumor 


8 s 


KM12 


3 


Calu-1 


Calu-6 


H157 


H441 


H460 


SKMESl | 


SW900 


£ 


H810 


SRCC 
1094 


S a 
g s 



^9 



•if 

a> o 

c 

.9 



-155- 



WO 01/53486 



PCTYUS00/03565 



PR01245 


• 

1 


i 


i 


i 


1 
( 


! 
I 


i 


I 

i 


I 

i 


i 


| 


PR01185 


! 


1 


t 
i 
i 


i 


i 
1 


1 

i 


1 
1 


I 
1 


1 
I 


i 
i 


1 

i 


PR0779 


1 


i 


1 


i 


i 

1 


1 


1 


| 


I 

i 


i 
i 


1 
i 


PR01558 


I 


1 


1 


i 


! 


I 


i 
1 


J 


1 


i 


I 
i 


PR0339 


1 


1 


i 


i 


! 


1 


i 
1 


i 


i 

1 


i 


i 
1 


PRO304 


! 


1 


1 


1 


1 


! 


i 


I 


i 
I 


i 


1 


PR0274 


1 


i 


! 


! 


1 


1 


1 


1 


I 


i 


1 


PR0269 


i 


1 


1 


i 


i 


i 


1 


i 


I 


• 


i 
t 


PR0256 


i 


! 


1 


I 


1 


! 


1 


1 


i 
1 


i 

i 


1 
1 


PR0243 


i 


1 


1 


1 


1 


1 


* 

i 


1 


i 
1 


t 


1 

1 


PR0232 


1 


1 


1 


i 


I 


* 
i 


1 


i 


f 
1 


i 


1 
I 


vq 
3 

G 


1 


i 


I 


! 


1 


i 


i 


i 
1 


1 


i 


1 
> 


PRO207 


1 


1 


I 


1 


I 


! 


1 


I 


i 


i 


I 


PR0197 


! 


i 


1 


( 


. 1 


i 


1 


1 


! 


i 


! 


Primary 
Tumor 


SRCC 
1096 


SRCC 
1097 




SRCC 
1099 


SRCC 
1100 


SRCC 
1101 


HF-000 
545 


HF-000 
499 


a r 


HF-000 
575 


HF-000 
698 



-156- 



WO 01/53486 



PCT/US00/03565 



i 


i 
1 


| 
1 


1 
1 


I 
1 




| 


1 


/ 

i 


i 


r-i 

1 


* 
t 


1 


! 
I 


l 
1 


| 


1 
i 




i 


i 


PR0779 


i 
1 


i 


J 
1 


1 


1 
1 


! 
1 


1.83 
2.41 
2.28 
2.91 


1.06 
1.14 
1.72 


1.01 
1.03 
120 


PR01558 


1 


i 


t 
I 


q 


i 
1 


' 

1 


1 


1 


1 


PR0339 


! 


• 
1 


t 
1 


i 
1 


l 
1 


! 
1 


1 


1 


1 


PRO304 


1 


! 


i 
I 


1 
1 


i 
1 


1 


1 


1 


1 


PR0274 


i 


i 


1 


i 
1 


1 


1 


1 


1 


1 


PR0269 


! 


1 


1 

i 


t 
1 


1 


1 


1 


1 


1 


FR0256 


1 


• 
1 


1 


1 


1 
1 


1 


1 


r 


1 


PR0243 


1 


i 


• 

i 


i 
1 


i 
1 


1 
1 


■ 

i 


i 


| 
1 


PR0232 


1 


• 
i 


1 


( 


1 
1 


i 

i 


1 


i 


1 


PR0226 


i 


i 


i 
t 


1 
i 


l 

i 


| 
1 


— i 




1 


PRO207 


1 


1 


1 


i 


1 


1 


1 




1 


PR0197 


1 


■1 


1 


! 


1 


! 


1 


1 


1 


Primary 
TUmor 


HF-000 
756 


HF-000 
762 


HF-000 
789 


HF-000 
795 


HF-000 
811 


HF-000 
755 


e 


e 


e 



I 
1 
1 



"8 

i 

5. 



3* 

o o 



S3 
s 

1 

0 



-157- 



WO 01/53486 



PCT/US00/03565 



PR01245 


1 
t 


I 


i 


q 


i 

i 


1 


i 


i 


PROU85 


i 
1 


1 


i 


I 




1 


1 


I 


PR0779 


m 

q 


1.05 
1.15 


1.01 
1.14 
1.20 


1.14 
1.12 
1.05 ' 


1.14 

1.22 ; 


1.12 
1.17 


1.02 
1.69 
1.54 
1.28 
1.15 


1.19 
1.22 
1.12 


PR01558 


1 


1 


1 




! 


1 


! 


I 


PR0339 


i 


1 


I 


1 


1 


1 


1 


1 


PRO304 


I 


1 


I 


1 


I 


1 


1 


1 


Ph 


i 


1 


1 


1 


1 


1 


1 


! 


PR0269 


i 


1 


1 


1 


! 


1 


1 


! 


PR0256 


1 


! 


1 


1 


I 


1 


1 


1 


PR0243 


1 


1 




1 


1 


1 


f 
1 


1 


PR0232 


1 


1 


! 


1 


1 

1 


1 


i— « 

tj- 
cs 


8 

oS 


PR0226 


1 




OO 




1 


1 


! 


«— « 


PRO207 


CO 

en 


1 


i 




1 


1 


o 


CO 
1— < 


g 
O 

g 


l 


1 


i 


I 


I 


1 


i 


1 


Primary 
Tumor 


cno 


B 




B 


CT16 


6 


t5 


6 



-158- 



WO 01/53486 



PCT/US00/03565 



PR01245 


I 


i 


1 


i 


1 


1 


1 


I 


1 


! 


PR01185 


1 


1 


1 


1 


1 


| 


i 


1 


1 


1 


PR0779 


1.62 
Z02 
2.24 
2.32 
2.36 
1.75 


1.17 


1.00 
1.04 


1.05 


1.27 
1.73 
1.82 
1.89 
1.93 
1.43 


i 


i 


! 


1 


] 


PR01558 


1 


1 


i 


s 


! 




j 


■ 

I 


! 


1 


PR0339 


1 


1 


i 


! 


! 


! 
• 


| 


| 


| 


i 


PRO304 


i 


I 


i 


i 


I 


I 
i 


| 


f 


| 


i 


PR0274 


I 


1 


i 


1 


i 


I 
• 




| 


i 


| 


PR0269 


i 


i 


i 


i 




[ 


| 


* i 


l 


i 


PR0256 


i 


! 


i 


1 


i 


1 


| 


| 


i 


| 


PR0243 


1.17 


i 


i 


1 


i 


1 


| 


| 


! 


1 


PR0232 


o\ 

"1 


! 


1.00 


1.13 


1.92 


1.29 


! 


I 


1 


1 


PR0226 


1.12 


i 


1 

1 


1 


1.35 


i 


I 


i 
1 


! 


I 


PRO207 




1 


I 


i 




1 


I 


. 1 


1 


1 


PR0197 


1 


1 


I 


i 


i 


j 


1 


i 


] 


i 


Primary 
Tumor 


CT5 


CT6 


CT7 


CT9 


CTU 


CT18 


CT25 


CT28 


CT35 


HF-000 
611 



1 



1 

o 8 

p 



.s 

1 

> 

G 
< 



-159- 



WO 01/53486 



PCT/USOO/03565 



PR01245 


i 


i 

■ i 


| 






i 




1 


1 


1 


i 


CO 

1 


1 


j 


! 


| 


| 


i 


I 


I 


1 


1 


i 


PR0779 


1 
1 


1 
t 


I 
1 


1 
] 


1 
i 


I 


| 


| 


I 


| 


i 


PR01558 


i 
1 




1 


o 
«o 


1 
] 


00 
CO 

tN 


i 
1 


cn 


] 


| 


i 


PR0339 


! 


i 
1 


1 
1 


1 

i 




1 
1 


l 
I 


1 
t 


j 


s 


! 


PRO304 


• 
1 


i 
1 


1 
f 


1 


1 


! 
( 


1 
i 


1 
i 


1 


i 


| 


PR0274 


i 


• 

i 


1 
I 


1 
1 


1 


1 


i 
I 


I 
i 


1 

1 


1 


i 


PR0269 


# 

t 


i 


! 
t 


I 
1 


I 
1 


1 


! 
i 


1 
i 


1 




| 


PR0256 


! 


i 

t 


J 


1 


I 

I 


I 
1 


I 

i 


| 


1 


i 


| 


FR0243 


i 

1 


i 
i 


I 
1 


1 
1 


1 
1 


1 

t 


1 


| 


1 


1 


I 


CM 

§ 


| 


1 


1 

I 


1 

I 


I 
1 


I 
I 




] 


1 


1 


i 


PR0226 


1 
i 


l 


1 

I 


1 


I 

I 


] 


I 


| 


I 


<M 


1 


PRO207 


i 


i 
i 


1 


1 


1 


1 


1 


1 


1 


1 


1 


PR0197 


1 


i 


1 


1 


1 


1 


1 


' 1 


! 


1 


1 


Primary 
Tumor 


HF-000 
613 


HF-00 
1291 


HF-00 
1293 


O 

a cs 


HF-00 
1295 


HF-00 
1296 


HF-00 ' 
1297 


1 s 


Ii 


B 


LT27 



^3 
3 



i 
i 

i 

•si 

11 

u o 

is 



i 

> 



-160- 



WO 01/53486 



PCTYUS00/03565 " 



1 

o 

.« 


s 

CO 


i 


. j 


i 


1 


1 


| 


1 


1 


1 


1 


i 


I 


PR01185 


I 


i 
1 


I 
l 


s 


1 
1 


1 


* 


| 


OO 


i 




i 


| 


PR0779 


1.69 
2.79 
2.42 
1.44 


1 
1 


i 

i 


1.65 
1.19 
1.17 


1 


1—1 


S S, 8S 3 

rA M r+ *-« 


1 


1 


| 


| 






PR01558 


| 


t 
t 


i 


1 


1 
1 


I 


1 


1 
■ 


I 
• 


{ 




i 


i 


PR0339 


s 


i 
1 


• 
i 




1 

1 




5 


l 

i 


i 

! 


1 
i 


] 


i 

t 


i 


PRO304 




i 


i 


1 


t 

I 


I 
1 


m 


1 


1 

I 


| 
i 


■ 


1 
i 


i 


PR0274 


! 


J 


t 
1 


1 




I 


1 
I 




1 
I 


J 
i 


J 


] 


i 


PR0269 




i 
1 


i 


1 


1 
1 






1 


1 
1 


1 
i 


j 




i 


! 


1 


i 


i 


1 


1 


1 
1 


1 


1 
1 


I 
• 


i 


| 

i 


( 


i 


PR0243 


S 


i 


i 
l 




1 
1 


1 
1 


§ 


1 
1 


1 
i 


| 


1 
i 


| 


i 


PR0232 


1 


■ 
t 


i 
I 


1 


1 


1 
I 




1 
I 


I 
I 


j 


i 


| 




PR0226 


1.10 
1.10 


f 


f 


ON 






1 
( 


1 
1 


1 
i 


| 


i 




2 


PRO207 


1.26 
1.29 


i 


i 


»— < 


1 


1 


i 


1 


1 


i 


i 


rj 
i—i 


1 


PR0197 




i 


i 




1 




■ i 


1 


1 


1 


i 


o 


i 


Primary 
Tumor 


LT13 


5 


S 


s 


s 




LT12 


LT22 


LT30 


LT33 


5 


1 LT21 


« 

5 



I 

1 

1 

II 

21 

si 

,23 ° 

g"§ 



-161- 



WO 01/53486 PCT/US00/O3565 



PR01245 


1 


[ 




o 




1 


1 


1 


i 


! 


PROU85 


. I 


1 


1 

i 


| 


1 


! 


1 


1 




I 


PR0779 


1.75 
1.25 


o 

"i 


5 2 S 


I 

2.50 

3.73 

331 

1.89 


1.89 
1.50 
1.38 


1.08 1 
1.95 
1.51 
1.50 




3 3 R 

rO ro rO 


i 


I 


PR01558 


1 


I 


1 


i 


I 


! 


i 


! 


i 


I 


PR0339 


1 


i 


On 
rO 

*— < 




I 


CO 

vo 


1 


I 


i 


1 


PRO304 


1 


i 
1 


•n 
<— i 




o 
q 


00 

vq 

1-4 


| 






! 


PR0274 


1 


i 


f 


1 


o 
q 


1 


vq 


i 




i 


PR0269 


1 


i 

I 




2 


1 




| 




| 


1 


PR0256 


1 


i 
I 


1 
1 


i 


! 


1 


| 


1 


1 


1 


FR0243 


1 


1 


ro 


234 
1.72 






| 


OV 
ro 


| 


1 


PR0232 


1 


i 
i 


i 


CO 


l 


•n 
ro 




C4 


i 


1 


PR0226 


1 


i 


1.28 
1.01 

i 


s 


l 


1.26 
1.57 


l 


1.08 
1.25 


1 


1 


PRO207 


1 


1 


1.33 
1.59 


1.22 
1.18 


1 


1.32 | 
1.57 


l 


1.16 
1.58 


! 


1 


1 


ro 




1— < 


rH 


I 


oo 
vq 


1 


1 


1 


1 


Primary 
Tumor 


5 


LT10 


B 


LT15 


LT16 


LT17 j 

■ 


00 

s 


5 


LT26 


1 



-162- 



WO 01/53486 



PCTAJS00/03565 



PR01245 


1 


1 


1 


t 


1 


I 


1 


i 


i 


1 


1 


PROU85 . 


1 


1 


i 


1 


1 


1 


i 


! 


1 


i 


1 


PR0779 


1 


I 


1 


1 


1 


• 1 


i 


! 


! 


1 


1 


PR01558 


1 


1 


! 


I 


! 


! 


1 


i 


! 


1 


1 


PR0339 


| 


I 


I 


1 


j 


I 


i 


! 


1 


1 


1 


PRO304 


] 


| 


| 


1 


I 


I 


I 


1 


1 


1 


1 
I 


PR0274 


| 


I 


I 


i 


] 


I 


1 


1 


1 


1 


1 


PR0269 


I 


] 


] 


} 


i 


1 


i 


i 


1 


1 


I 


PR0256 


| 


1 


] 




! 


1 


1 


1 


• 
i 


1 


i 


PR0243 


! 


I 


I 


i 


1 


1 


i 


i 


i 


! 


i 


PR0232 


1 


1 


1 


! 


] 


1 


1 


I 


i 


1 


! 


I 


1 


1 


1 


I 


1 


1 


1 


1 


i 


1 


1 


PRO207 


1 


! 


1 


1 


I 


1 


1 


1 


i 


1 


i 


I 


1 


! 


1 


i 


1 


1 


1 


1 


i 


1 


1 


Primary 
Tumor 




LT31 


HF-000 
854 


HF-000 
855 


S 

1 « 

X DO 


5 2 


HF-000 
832 


HF-000 
550 


HF-000 
551 


HF-000 
733 


HF-000 
716 



-163- 



This Page is Inserted by IFW Indexing and Scanning 
Operations and is not part of the Official Record 

BEST AVAILABLE IMAGES 

Defective images within this document are accurate representations of the original 
documents submitted by the applicant. 

Defects in the images include but are not limited to the items checked: 
^Tblack borders 

□ image cut off at top, bottom or sides 

□ faded text or drawing 

□ blurred or illegible text or drawing 

□ skewed/slanted images 

□ color or black and white photographs 

□ gray scale documents 

lines or marks on original document 

□ reference(s) or exhibit(s) submitted are poor quality 

□ OTHER: 

IMAGES ARE BEST AVAILABLE COPY. 
As rescanning these documents will not correct the image 
problems checked, please do not report these problems to 
the IFW Image Problem Mailbox. 



